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<210> 1 

<211> 840 

<212> PRT 

<213> Rattus sp. 

<220> 

<223> rat T1R1 G-protein coupled receptor sweet taste 
receptor 

<400> 1 

Met Leu Phe Trp Ala 
1 5 

Cys Trp Ala Phe Ser 
20 

Leu Pro Gly Asp Phe 
35 

Cys Leu Gin Val Arg 
50 

Asp Ser Phe Asn Gly 
65 

Thr Val Glu Glu lie 
85 

Leu Gly Tyr Glu Leu 
100 

Ala Thr Leu Arg Val 
115 

Gin Lys Asp Leu Arg 
130 

Pro Asp Asn Thr Asp 
145 



Ala His Leu Leu Leu 
10 

Cys Gin Arg Thr Glu 
25 

Leu Leu Ala Gly Leu 
40 

His Arg Pro Leu Val 
55 

His Gly Tyr His Leu 
70 

Asn Asn Ser Ser Ala 
90 

Tyr Asp Val Cys Ser 
105 

Leu Ala Leu Gin Gly 
120 

Asn His Ser Ser Lys 
135 

His Ala Val Thr Thr 
150 



Ser Leu Gin Leu Val Tyr 
15 

Ser Ser Pro Gly Phe Ser 
30 

Phe Ser Leu His Gly Asp 
45 

Thr Ser Cys Asp Arg Pro 
60 

Phe Gin Ala Met Arg Phe 
75 80 

Leu Leu Pro Asn lie Thr 
95 

Glu Ser Ala Asn Val Tyr 
110 

Pro Arg His lie Glu lie 
125 

Val Val Ala Phe lie Gly 
140 

Ala Ala Leu Leu Gly Pro 
155 160 



Phe Leu Met Pro 



Ala Lys Arg Lys 
180 

His Gin Val Glu 
195 

Trp lie Ser Leu 
210 

Gin Ala Leu Glu 
225 

Lys Asp lie Val 



Ser Met Met Gin 
260 

Phe Ser Asn Arg 
275 

Ala Asn Leu Thr 
290 

Ser Thr Tyr lie 
305 

Leu Gly Val Ala 



Glu Glu Ser Tyr 
340 

Glu Gly Ser Trp 
355 

Phe Thr Thr Arg 
370 

Ala Tyr Arg Val 
385 

Gin Leu Leu Gly 



Pro Trp Gin Leu 
420 

Glu Asn Thr Val 
435 

Asp lie lie Ala 
450 

lie Gly Ser Ala 
465 



Leu Val Ser Tyr 
165 

Phe Pro Ser Phe 



Val Met Val Gin 
200 

lie Gly Ser Tyr 
215 

Glu Leu Ala Val 
230 

Pro Phe Ser Ala 
245 

His Leu Ala Gin 



His Leu Ala Arg 
280 

Gly Lys Val Trp 
295 

Thr Ser Val Thr 
310 

Val Gin Gin Arg 
325 

Val Arg Ala Val 



Cys Ser Thr Asn 
360 

Asn Met Pro Thr 
375 

Tyr Glu Ala Val 
390 

Cys Thr Ser Glu 
405 

Leu Gin Gin lie 



Ala Phe Asp Asp 
440 

Trp Asp Trp Asn 
455 

Ser Leu Ser Pro 
470 



Glu Ala Ser Ser 
170 

Leu Arg Thr Val 
185 

Leu Leu Gin Ser 



Gly Asp Tyr Gly 
220 

Pro Arg Gly lie 
235 

Arg Val Gly Asp 
250 

Ala Arg Thr Thr 
265 

Val Phe Phe Arg 



Val Ala Ser Glu 
300 

Gly lie Gin Gly 
315 

Gin Val Pro Gly 
330 

Thr Ala Ala Pro 
345 

Gin Leu Cys Arg 



Leu Gly Ala Phe 
380 

Tyr Ala Val Ala 
395 

lie Cys Ser Arg 
410 

Tyr Lys Val Asn 
425 

Asn Gly Asp Thr 



Gly Pro Glu Trp 
460 

Val His Leu Asp 
475 



Val Val Leu Ser 
175 

Pro Ser Asp Arg 
190 

Phe Gly Trp Val 
205 

Gin Leu Gly Val 



Cys Val Ala Phe 
240 

Pro Arg Met Gin 
255 

Val Val Val Val 
270 

Ser Val Val Leu 
285 

Asp Trp Ala lie 



lie Gly Thr Val 
320 

Leu Lys Glu Phe 
335 

Ser Ala Cys Pro 
350 

Glu Cys His Thr 
365 

Ser Met Ser Ala 



His Gly Leu His 
400 

Gly Pro Val Tyr 
415 

Phe Leu Leu His 
430 

Leu Gly Tyr Tyr 
445 

Thr Phe Glu lie 



lie Asn Lys Thr 
480 
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Lys lie Gin Trp 



Thr Thr Asp Cys 
500 

His Cys Cys Phe 
515 

Met Ser Glu Leu 
530 

Pro Lys Glu Ser 
545 

Trp His Glu Pro 



Leu Leu Leu Leu 
580 

Thr Pro Val Val 
595 

Gly Ser Leu Val 
610 

Pro Thr Val Pro 
625 

Phe Ala lie Phe 



lie lie Phe Lys 
660 

Ala Gin Asn His 
675 

His Leu Leu lie 
690 

Thr Arg Glu Tyr 
705 

Glu Val Asn Ser 



Leu Ser lie Ser 
740 

Glu Asn Tyr Asn 
755 

Phe Val Ser Trp 
770 

Ser Tyr Leu Pro 
785 



His Gly Lys Asn 
485 

Leu Ala Gly His 



Glu Cys Val Pro 
520 

His lie Cys Gin 
535 

Thr Thr Cys Phe 
550 

lie Ser Leu Val 
565 

Val Gly Thr Ala 



Arg Ser Ala Gly 
600 

Ala Gly Ser Cys 
615 

Ala Cys Leu Leu 
630 

Leu Ser Cys Leu 
645 

Phe Ser Thr Lys 



Gly Ala Gly Leu 
680 

Cys Leu Thr Trp 
695 

Gin Arg Phe Pro 
710 

Val Gly Phe Leu 
725 

Thr Phe Val Cys 



Glu Ala Lys Cys 
760 

lie Ala Phe Phe 
775 

Ala Val Asn Val 
790 



Asn Gin Val Pro 
490 

His Arg Val Val 
505 

Cys Glu Ala Gly 



Pro Cys Gly Thr 
540 

Pro Arg Thr Val 
555 

Leu lie Ala Ala 
570 

Gly Leu Phe Ala 
585 

Gly Arg Leu Cys 



Ser Phe Tyr Ser 
620 

Arg Gin Pro Leu 
635 

Thr lie Arg Ser 
650 

Val Pro Thr Phe 
665 

Phe Val lie Val 



Leu Val Met Trp 
700 

His Leu Val lie 
715 

Leu Ala Phe Thr 
730 

Ser Tyr Leu Gly 
745 

Val Thr Phe Ser 



Thr Met Ala Ser 
780 

Leu Ala Gly Leu 
795 



Val Ser Val Cys 
495 

Val Gly Ser His 
510 

Thr Phe Leu Asn 
525 

Glu Glu Trp Ala 



Glu Phe Leu Ala 
560 

Asn Thr Leu Leu 
575 

Trp His Phe His 
590 

Phe Leu Met Leu 
605 

Phe Phe Gly Glu 



Phe Ser Leu Gly 
640 

Phe Gin Leu Val 
655 

Tyr Arg Thr Trp 
670 

Ser Ser Thr Val 
685 

Thr Pro Arg Pro 



Leu Glu Cys Thr 
720 

His Asn lie Leu 
735 

Lys Glu Leu Pro 
750 

Leu Leu Leu Asn 
765 

lie Tyr Gin Gly 



Thr Thr Leu Ser 
800 
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Gly Gly Phe Ser Gly Tyr Phe Leu Pro Lys Cys Tyr Val lie Leu Cys 
805 810 815 

Arg Pro Glu Leu Asn Asn Thr Glu His Phe Gin Ala Ser lie Gin Asp 
820 825 830 

Tyr Thr Arg Arg Cys Gly Thr Thr 
835 840 



<210> 2 

<211> 842 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse T1R1 G-protein coupled receptor sweet taste 
receptor 

<400> 2 

Met Leu Phe Trp Ala Ala His Leu Leu Leu Ser Leu Gin Leu Ala Val 
15 10 15 

Ala Tyr Cys Trp Ala Phe Ser Cys Gin Arg Thr Glu Ser Ser Pro Gly 
^20 2 5 3 0 

Phe Ser Leu Pro Gly Asp Phe Leu Leu Ala Gly Leu Phe Ser Leu His 
35 40 45 

Ala Asp Cys Leu Gin Val Arg His Arg Pro Leu Val Thr Ser Cys Asp 
50 55 60 

Arg Ser Asp Ser Phe Asn Gly His Gly Tyr His Leu Phe Gin Ala Met 
65 70 75 80 

Arg Phe Thr Val Glu Glu lie Asn Asn Ser Thr Ala Leu Leu Pro Asn 
85 90 95 

lie Thr Leu Gly Tyr Glu Leu Tyr Asp Val Cys Ser Glu Ser Ser Asn 
100 105 110 

Val Tyr Ala Thr Leu Arg Val Pro Ala Gin Gin Gly Thr Gly His Leu 
115 120 125 

Glu Met Gin Arg Asp Leu Arg Asn His Ser Ser Lys Val Val Ala Leu 
130 135 140 

lie Gly Pro Asp Asn Thr Asp His Ala Val Thr Thr Ala Ala Leu Leu 
145 150 155 160 

Ser Pro Phe Leu Met Pro Leu Val Ser Tyr Glu Ala Ser Ser Val lie 
165 170 175 

Leu Ser Gly Lys Arg Lys Phe Pro Ser Phe Leu Arg Thr lie Pro Ser 
180 185 190 

Asp Lys Tyr Gin Val Glu Val lie Val Arg Leu Leu Gin Ser Phe Gly 
195 200 205 

Trp Val Trp lie Ser Leu Val Gly Ser Tyr Gly Asp Tyr Gly Gin Leu 
210 215 220 
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Gly Val Gin Ala 
225 

Ala Phe Lys Asp 



Met Gin Arg Met 
260 

Val Val Phe Ser 
275 

Val Leu Ala Asn 
290 

Ala lie Ser Thr 
305 

Thr Val Leu Gly 



Glu Phe Glu Glu 
340 

Cys Pro Glu Gly 
355 

His Ala Phe Thr 
370 

Ser Ala Ala Tyr 
385 

Leu His Gin Leu 



Val Tyr Pro Trp 
420 

Leu His Lys Lys 
435 

Tyr Tyr Asp lie 
450 

Glu Val lie Gly 
465 

Lys Thr Lys lie 



Val Cys Thr Arg 
500 

Ser His His Cys 
515 

Leu Asn Thr Ser 
530 



Leu Glu Glu Leu 
230 

Val Val Pro Leu 
245 

Met Leu Arg Leu 



Asn Arg His Leu 
280 

Leu Thr Gly Lys 
295 

Tyr lie Thr Asn 
310 

Val Ala lie Gin 
325 

Ser Tyr Val Gin 



Ser Trp Cys Gly 
360 

Thr Trp Asn Met 
375 

Asn Val Tyr Glu 
390 

Leu Gly Cys Thr 
405 

Gin Leu Leu Gin 



Thr Val Ala Phe 
440 

lie Ala Trp Asp 
455 

Ser Ala Ser Leu 
470 

Gin Trp His Gly 
485 

Asp Cys Leu Glu 



Cys Phe Glu Cys 
520 

Glu Leu His Thr 
535 



Ala Thr Pro Arg 
235 

Ser Ala Gin Ala 
250 

Ala Arg Ala Arg 
265 

Ala Gly Val Phe 



Val Trp lie Ala 
300 

Val Pro Gly lie 
315 

Gin Arg Gin Val 
330 

Ala Val Met Gly 
345 

Thr Asn Gin Leu 



Pro Glu Leu Gly 
380 

Ala Val Tyr Ala 
395 

Ser Gly Thr Cys 
410 

Gin lie Tyr Lys 
425 

Asp Asp Lys Gly 



Trp Asn Gly Pro 
460 

Ser Pro Val His 
475 

Lys Asn Asn Gin 
490 

Gly His His Arg 
505 

Met Pro Cys Glu 



Cys Gin Pro Cys 
540 



Gly lie Cys Val 
240 

Gly Asp Pro Arg 
255 

Thr Thr Val Val 
270 

Phe Arg Ser Val 
285 

Ser Glu Asp Trp 



Gin Gly lie Gly 
320 

Pro Gly Leu Lys 
335 

Ala Pro Arg Thr 
350 

Cys Arg Glu Cys 
365 

Ala Phe Ser Met 



Val Ala His Gly 
400 

Ala Arg Gly Pro 
415 

Val Asn Phe Leu 
430 

Asp Pro Leu Gly 
445 

Glu Trp Thr Phe 



Leu Asp lie Asn 
480 

Val Pro Val Ser 
495 

Leu Val Met Gly 
510 

Ala Gly Thr Phe 
525 

Gly Thr Glu Glu 
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Trp Ala Pro Glu Gly Ser Ser Ala^ Cys Phe Ser Arg Thr Val Glu Phe 
545 550 555 560 

Leu Gly Trp His Glu Pro lie Ser Leu Val Leu Leu Ala Ala Asn Thr 
565 570 575 

Leu Leu Leu Leu Leu Leu lie Gly Thr Ala Gly Leu Phe Ala Trp Arg 
580 585 590 

Leu His Thr Pro Val Val Arg Ser Ala Gly Gly Arg Leu Cys Phe Leu 
595 600 605 

Met Leu Gly Ser Leu Val Ala Gly Ser Cys Ser Leu Tyr Ser Phe Phe 
610 615 620 

Gly Lys Pro Thr Val Pro Ala Cys Leu Leu Arg Gin Pro Leu Phe Ser 
625 630 635 640 

Leu Gly Phe Ala lie Phe Leu Ser Cys Leu Thr lie Arg Ser Phe Gin 
645 650 655 

Leu Val lie lie Phe Lys Phe Ser Thr Lys Val Pro Thr Phe Tyr His 
660 665 670 

Thr Trp Ala Gin Asn His Gly Ala Gly lie Phe Val lie Val Ser Ser 
675 680 685 

Thr Val His Leu Phe Leu Cys Leu Thr Trp Leu Ala Met Trp Thr Pro 
690 695 700 

Arg Pro Thr Arg Glu Tyr Gin Arg Phe Pro His Leu Val lie Leu Glu 
705 710 715 720 

Cys Thr Glu Val Asn Ser Val Gly Phe Leu Val Ala Phe Ala His Asn 
725 730 735 

lie Leu Leu Ser lie Ser Thr Phe Val Cys Ser Tyr Leu Gly Lys Glu 
740 745 750 

Leu Pro Glu Asn Tyr Asn Glu Ala Lys Cys Val Thr Phe Ser Leu Leu 
755 760 765 

Leu His Phe Val Ser Trp lie Ala Phe Phe Thr Met Ser Ser lie Tyr 
770 775 780 

Gin Gly Ser Tyr Leu Pro Ala Val Asn Val Leu Ala Gly Leu Ala Thr 
785 790 795 800 

Leu Ser Gly Gly Phe Ser Gly Tyr Phe Leu Pro Lys Cys Tyr Val lie 
805 810 815 

Leu Cys Arg Pro Glu Leu Asn Asn Thr Glu His Phe Gin Ala Ser lie 
820 825 830 

Gin Asp Tyr Thr Arg Arg Cys Gly Thr Thr 
835 840 
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<210> 3 

<211> 840 

<212> PRT 

<213> Homo sapiens 



<220> 

<223> human T1R1 G-protein coupled receptor sweet taste 
receptor 

<400> 3 

Met Leu Leu Cys Thr Ala Arg Leu Val Gly Leu Gin Leu Leu lie Ser 
1 5 10 15 

Cys Cys Trp Ala Phe Ala Cys His Ser Thr Glu Ser Ser Pro Asp Phe 
~ 20 25 30 

Thr Leu Pro Gly Asp Tyr Leu Leu Ala Gly Leu Phe Pro Leu His Ser ' 
35 40 45 

Gly Cys Leu Gin Val Arg His Arg Pro Glu Val Thr Leu Cys Asp Arg 
50 55 60 

Ser Cys Ser Phe Asn Glu His Gly Tyr His Leu Phe Gin Ala Met Arg 
65 70 75 80 

Leu Gly Val Glu Glu lie Asn Asn Ser Thr Ala Leu Leu Pro Asn lie 
85 90 95 

Thr Leu Gly Tyr Gin Leu Tyr Asp Val Cys Ser Asp Ser Ala Asn Val 
100 105 110 

Tyr Ala Thr Leu Arg Val Leu Ser Leu Pro Gly Gin His His lie Glu 
115 .120 125 

Leu Gin Gly Asp Leu Leu His Tyr Ser Pro Thr Val Leu Ala Val lie 
130 135 140 



Gly Pro Asp Ser 
145 

Pro Phe Leu Val 



Val Lys Arg Gin 
180 

Tyr Gin Val Glu 
195 

Trp lie Ser Leu 
210 

Gin Ala Leu Glu 
225 

Lys Asp lie Met 



Cys Leu Met Arg 
260 



Thr Asn Arg Ala 
150 

His lie Ser Tyr 
165 

Tyr Pro Ser Phe 



Thr Met Val Leu 
200 

Val Gly Ser Ser 
215 

Asn Gin Ala Leu 
230 

Pro Phe Ser Ala 
245 

His Leu Ala Gin 



Ala Thr Thr Ala 
155 

Ala Ala Ser Ser 
170 

Leu Arg Thr lie 
185 

Leu Leu Gin Lys 



Asp Asp Tyr Gly 
220 

Val Arg Gly lie 
235 

Gin Val Gly Asp 
250 

Ala Gly Ala Thr 
265 



Ala Leu Leu Ser 
160 

Glu Thr Leu Ser 
175 

Pro Asn Asp Lys 
190 

Phe Gly Trp Thr 
205 

Gin Leu Gly Val 



Cys lie Ala Phe 
240 

Glu Arg Met Gin 
255 

Val Val Val Val 
270 
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Phe Ser Ser Arg 
275 

Thr Asn Leu Thr 
290 

Ser Arg His lie 
305 

Leu Gly Val Ala 



Glu Glu Ala Tyr 
340 

Lys Gly Ser Trp 
355 

Phe Met Ala His 
370 

Ala Tyr Asn Ala 
385 

Gin Leu Leu Gly 



Pro Trp Gin Leu 
420 

Lys Asp Thr Val 
435 

Asn lie lie Ala 
450 

Leu Gly Ser Ser 
465 

Lys lie Gin Trp 



Ser Ser Asp Cys 
500 

His Cys Cys Phe 
515 

Lys Ser Glu Leu 
530 

Pro Glu Gly Ser 
545 

Leu Arg Glu His 



Leu Leu Leu Leu 
580 



Gin Leu Ala Arg 
280 

Gly Lys Val Trp 
295 

Thr Gly Val Pro 
310 

lie Gin Lys Arg 
325 

Ala Arg Ala Asp 



Cys Ser Ser Asn 
360 

Thr Met Pro Lys 
375 

Tyr Arg Ala Val 
390 

Cys Ala Ser Glu 
405 

Leu Glu Gin lie 



Ala Phe Asn Asp 
440 

Trp Asp Trp Asn 
455 

Thr Trp Ser Pro 
470 

His Gly Lys Asn 
485 

Leu Glu Gly His 



Glu Cys Val Pro 
520 

Tyr Arg Cys Gin 
535 

Gin Thr Cys Phe 
550 

Thr Ser Trp Val 
565 

Leu Gly Thr Ala 



Val Phe Phe Glu 



Val Ala Ser Glu 
300 

Gly lie Gin Arg 
315 

Ala Val Pro Gly 
330 

Lys Glu Ala Pro 
345 

Gin Leu Cys Arg 



Leu Lys Ala Phe 
380 

Tyr Ala Val Ala 
395 

Leu Cys Ser Arg 
410 

His Lys Val His 
425 

Asn Arg Asp Pro 



Gly Pro Lys Trp 
460 

Val Gin Leu Asn 
475 

His Gin Val Pro 
490 

Gin Arg Val Val 
505 

Cys Gly Ala Gly 



Pro Cys Gly Thr 
540 

Pro Arg Thr Val 
555 

Leu Leu Ala Ala 
570 

Gly Leu Phe Ala 
585 



Ser Val Val Leu 
285 

Ala Trp Ala Leu 



lie Gly Met Val 
320 

Leu Lys Ala Phe 
335 

Arg Pro Cys His 
350 

Glu Cys Gin Ala 
365 

Ser Met Ser Ser 



His Gly Leu His 
400 

Gly Arg Val Tyr 
415 

Phe Leu Leu His 
430 

Leu Ser Ser Tyr 
445 

Thr Phe Thr Val 



lie Asn Glu Thr 
480 

Lys Ser Val Cys 
4 95 

Thr Gly Phe His 
510 

Thr Phe Leu Asn 
525 

Glu Glu Trp Ala 



Val Phe Leu Ala 
560 

Asn Thr Leu Leu 
575 

Trp His Leu Asp 
590 
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Thr Pro Val Val Arg Ser Ala Gly Gly Arg Leu Cys Phe Leu Met Leu 
595 600 605 

Gly Ser Leu Ala Ala Gly Ser Gly Ser Leu Tyr Gly Phe Phe Gly Glu 
610 615 620 

Pro Thr Arg Pro Ala Cys Leu Leu Arg Gin Ala Leu Phe Ala Leu Gly 
625 630 635 640 

Phe Thr lie Phe Leu Ser Cys Leu Thr Val Arg Ser Phe Gin Leu lie 
645 650 655 

lie lie Phe Lys Phe Ser Thr Lys Val Pro Thr Phe Tyr His Ala Trp 
660 665 670 

Val Gin Asn His Gly Ala Gly Leu Phe Val Met lie Ser Ser Ala Ala 
675 680 685 

Gin Leu Leu lie Cys Leu Thr Trp Leu Val Val Trp Thr Pro Leu Pro 
690 695 700 

Ala Arg Glu Tyr Gin Arg Phe Pro His Leu Val Met Leu Glu Cys Thr 
705 710 715 720 

Glu Thr Asn Ser Leu Gly Phe lie Leu Ala Phe Leu Tyr Asn Gly Leu 
725 730 735 

Leu Ser lie Ser Ala Phe Ala Cys Ser Tyr Leu Gly Lys Asp Leu Pro 
740 745 750 

Glu Asn Tyr Asn Glu Ala Lys Cys Val Thr Phe Ser Leu Leu Phe Asn 
755 760 765 

Phe Val Ser Trp lie Ala Phe Phe Thr Thr Ala Ser Val Tyr Asp Gly 
770 775 780 

Lys Tyr Leu Pro Ala Ala Asn Met Met Ala Gly Leu Ser Ser Leu Ser 
785 790 795 800 

Ser Gly Phe Gly Gly Tyr Phe Leu Pro Lys Cys Tyr Val lie Leu Cys 
805 810 815 

Arg Pro Asp Leu Asn Ser Thr Glu His Phe Gin Ala Ser lie Gin Asp 
820 825 830 

Tyr Thr Arg Arg Cys Gly Ser Thr 
835 840 



<210> 4 

<211> 2771 

<212> DNA 

<213> RattUS sp. 

<220> 

<223> rat T1R1 G-protein coupled receptor sweet taste 
receptor 

<400> 4 

attcacatca gagctgtgct cagccatgct gggcagaggg acgacggctg gccagcatgc 60 
tcttctgggc tgctcacctg ctgctcagcc tgcagttggt ctactgctgg gctttcagct 12 0 
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gccaaaggac 
tgttctccct 
acaggcccga 
ttgaggagat 
acgacgtgtg 
ggccccgcca 
tcatcgggcc 
tgatgcccct 
cgtctttcct 
tgcagagttt 
tgggtgtgca 
acatcgtgcc 
tggctcaggc 
tcttcaggtc 
gggccatctc 
gtgtggccgt 
gggctgtaac 
tgtgccggga 
tgagtgccgc 
tcctgggatg 
agcagatcta 
gggacactct 
ttgagatcat 
tccagtggca 
cagggcacca 
aagctgggac 
aatgggcacc 
atgaacccat 
ggactgctgg 
ggctgtgctt 
tcggggagcc 
ccatcttcct 
ctaccaaggt 
tcattgtcag 
cacgacccac 
tcaactctgt 
tcgtctgcag 
ccttcagcct 
accagggcag 
gcttcagcgg 
atacagaaca 
ccactggaaa 
agtggggccg 
acgcggaaga 
aaaaaaaaaa 



agagtcctct 
ccatggtgac 
cagcttcaac 
aaacaactcc 
ctcagaatct 
catagagata 
tgacaacact 
ggtcagctat 
tcgtaccgtc 
tgggtgggtg 
ggcgctggag 
tttctctgcc 
caggaccacc 
cgtggtgctg 
cacgtacatc 
ccagcagaga 
agctgctccc 
gtgccacacg 
ctacagagtg 
tacttctgag 
caaggtgaat 
aggttactac 
tggctctgcc 
cgggaagaac 
cagggtggtt 
ctttctcaac 
caaggagagc 
ctctttggtg 
cctgtttgcc 
cctcatgctg 
cacggtgccc 
ctcctgcctg 
gcccacattc 
ctccacggtc 
cagggaatac 
aggcttcctg 
ctacctgggt 
gctcctcaac 
ctacctgcct 
ttacttcctc 
ctttcaggcc 
ggtgcagacg 
agagcttgag 
atccagtgca 
a 



ccaggcttca 
tgtctgcagg 
ggccatggct 
tcggccctgc 
gccaatgtgt 
cagaaagacc 
gaccacgctg 
gaggcaagca 
cccagtgacc 
tggatctcgc 
gagctggccg 
cgggtgggtg 
gtggttgtgg 
gccaacctga 
accagcgtga 
caagtccctg 
agcgcttgcc 
ttcacgactc 
tatgaggctg 
atctgttcca 
tttcttctac 
gacatcatcg 
tcactgtctc 
aatcaggtgc 
gtgggttccc 
atgagtgagc 
actacttgct 
ctaatagcag 
tggcattttc 
ggttccctgg 
gcgtgcttgc 
acaatccgct 
taccgtacct 
catttgctca 
cagcgcttcc 
ttggctttca 
aaggaactgc 
ttcgtatcct 
gcggtcaatg 
cccaagtgct 
tccatccagg 
ggaaggaagc 
gtgtctggga 
ataaagacgg 



gccttcctgg 
tgagacacag 
accacctctt 
ttcccaacat 
atgccaccct 
ttcgcaacca 
tcactaccgc 
gcgtggtact 
ggcaccaggt 
tcattggcag 
tgccccgggg 
acccgaggat 
tcttctctaa 
ctggcaaagt 
ctgggatcca 
ggctgaagga 
cggaggggtc 
gtaacatgcc 
tgtacgctgt 
gaggcccagt 
atgagaatac 
cctgggactg 
cagttcatct 
ctgtgtcagt 
accactgctg 
ttcacatctg 
tcccacgcac 
ctaacacgct 
acacacctgt 
tggccggaag 
tgcgtcagcc 
ccttccaact 
gggcccaaaa 
tctgtctcac 
cccatctggt 
cccacaacat 
cagagaacta 
ggatcgcctt 
tgctggcagg 
atgtgattct 
actacacgag 
ctctcttctt 
gagctccggc 
gaagtgtgaa 



ggacttcctc 
acctctggtg 
ccaagccatg 
caccctgggg 
gagggtgctt 
ctcctccaag 
tgccttgctg 
cagtgccaag 
ggaggtcatg 
ctacggtgat 
catctgcgtc 
gcagagcatg 
ccggcacctg 
gtgggtcgcc 
aggcattggg 
gtttgaggag 
ctggtgcagc 
cacgcttgga 
ggcccacggc 
ctacccctgg 
tgtggcattt 
gaatggacct 
ggacataaat 
gtgtaccacg 
ctttgagtgt 
ccagccttgt 
ggtggagttc 
attgctgctg 
agtgaggtca 
ttgcagcttc 
cctcttttct 
ggtcatcatc 
ccatggtgca 
atggcttgta 
gattctcgag 
tctcctctcc 
taatgaagcc 
cttcaccatg 
gctgaccaca 
ctgccgtcca 
gcgctgcggc 
gtgctgaagg 
acagcttacg 
aaaaaaaaaa 



cttgcaggtc 
acaagttgtg 
cggttcactg 
tatgagctgt 
gccctgcaag 
gtggtggcct 
ggtcctttcc 
cgcaagttcc 
gtgcagctgc 
tacgggcagc 
gccttcaagg 
atgcagcatc 
gctagagtgt 
tcagaagact 
acggtgctcg 
tcttatgtca 
actaaccagc 
gccttctcca 
ctccaccagc 
cagcttcttc 
gatgacaacg 
gaatggacct 
aagacaaaaa 
gactgtctgg 
gtgccctgcg 
ggaacagaag 
ttggcttggc 
ctgctggttg 
gctgggggta 
tatagcttct 
ctcgggtttg 
ttcaagtttt 
ggtctattcg 
atgtggaccc 
tgcacagagg 
atcagtacct 
aaatgtgtca 
gccagcattt 
ctgagcggcg 
gaactcaaca 
actacctgat 
tggcgggtcc 
atgtataagc 
aaaaaaaaaa 



180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2771 



<210> 5 

<211> 2579 

<212> DNA 

<213> Mus sp. 

<220> 

<223> mouse T1R1 G-protein coupled receptor sweet taste 
receptor 

<400> 5 

tttggccagc atgcttttct gggcagctca cctgctgctc agcctgcagc tggccgttgc 60 

ttactgctgg gctttcagct gccaaaggac agaatcctct ccaggtttca gcctccctgg 120 

ggacttcctc ctggcaggcc tgttctccct ccatgctgac tgtctgcagg tgagacacag 180 

acctctggtg acaagttgtg acaggtctga cagcttcaac ggccatggct atcacctctt 240 
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ccaagccatg 
caccctgggg 
gagggtgccc 
ctcctccaag 
tgccctgctg 
cagtgggaag 
ggaagtcata 
ctatggtgac 
catctgcgtc 
gcagcgcatg 
ccggcacctg 
gtggatcgcc 
gggcattggg 
gtttgaagag 
ctggtgcggc 
cgagcttgga 
ggcccacggc 
ctacccctgg 
tgtagcattc 
gaatggacct 
agacataaat 
gtgtaccagg 
cttcgagtgc 
ccagccttgt 
cgtggagttc 
attgctgctg 
tgtgaggtca 
ttgcagcctc 
cctcttttct 
ggtcatcatc 
ccatggtgcc 
gtggcttgca 
gattcttgag 
cctcctctcc 
taacgaagcc 
cttcaccatg 
gctggccact 
ctgccgtcca 
gcgctgcggc 



cggttcaccg 
tatgaactgt 
gcccagcaag 
gtggtggcac 
agcccttttc 
cgcaagttcc 
gtgcggctgc 
tacgggcagc 
gccttcaagg 
atgctgcgtc 
gctggagtgt 
tccgaagact 
acggtgctgg 
tcctatgtcc 
actaaccagc 
gccttctcca 
ctccaccagc 
cagcttcttc 
gatgacaagg 
gaatggacct 
aagacaaaaa 
gactgtctcg 
atgccctgtg 
ggaacagaag 
ttggggtggc 
ctgctgattg 
gctgggggta 
tacagcttct 
ctcgggtttg 
ttcaagtttt 
ggaatattcg 
atgtggaccc 
tgcacagagg 
atcagcacct 
aaatgtgtca 
tccagcattt 
ctgagtggcg 
gaactcaaca 
actacctgag 



ttgaggagat 
atgacgtgtg 
ggacaggcca 
tcattgggcc 
tgatgcccct 
cgtccttctt 
tgcagagctt 
tgggcgtaca 
acgtggtgcc 
tggctcgagc 
tcttcaggtc 
gggccatctc 
gggtggccat 

aggcagtgat 
tgtgcaggga 
tgagcgctgc 
tcctgggatg 
agcagatcta 
gggaccctct 
ttgaggtcat 
tccagtggca 
aagggcacca 
aagctgggac 
aatgggcccc 
atgaacccat 
ggactgctgg 
ggctgtgctt 
tcgggaagcc 
ccattttcct 
ctaccaaggt 
tcattgtcag 
cacggcccac 
tcaactctgt 
ttgtctgcag 
ccttcagcct 
accagggcag 
gcttcagcgg 
acacagaaca 
gcgctgcggc 



aaacaactcc 
ctcagagtct 
cctagagatg 
tgataacact 
ggtcagctat 
gcgcaccatc 
cggctgggtc 
ggcgctggag 
tctctccgcc 
caggaccacc 
tgtggtgctg 
cacgtacatc 
ccagcagaga 
gggtgctccc 
gtgtcacgct 
ctacaatgtg 
tacctctggg 
caaggtgaat 
aggttattat 
tggttctgcc 
cgggaagaac 
caggttggtc 
atttctcaac 
tgaggggagc 
ctctttggtg 
cctgtttgcc 
cctcatgctg 
cacggtgccc 
ctcctgtctg 
acccacattc 
ctccacggtc 
cagggagtac 
gggcttCCtg 
ctacctgggt 
gctcctccac 
ctacctaccc 
ctatttcctc 
ctttcaggcc 
actacctgag 



acagctctgc 
tccaatgtct 
cagagagatc 
gaccacgctg 
gaggcgagca 
cccagcgata 
tggatctcgc 
gagctggcca 
caggcgggtg 
gtggtcgtgg 
gccaacctga 
accaatgtgc 
caagtccctg 
agaacttgcc 
ttcacgacat 
tatgaggctg 
acctgtgcca 
ttccttctac 
gacatcatcg 
tcactgtctc 
aatcaggtgc 
atgggttccc 
acgagtgagc 
tcagcctgct 
ctattagcag 
tggcgtcttc 
ggttccttgg 
gcgtgcttgc 
acaatccgct 
taccacactt 
catttgttcc 
cagcgcttcc 
gtggctttcg 
aaggaactgc 
ttcgtatcct 
gcggtcaatg 
cctaaatgct 
tccatccagg 
gcgctgcggc 



ttcccaacat 
atgccaccct 
ttcgcaacca 
tcaccactgc 
gcgtgatcct 
agtaccaggt 
tcgttggcag 
ctccacgggg 
acccaaggat 
tcttctctaa 
ctggcaaagt 
ccgggatcca 
gcctgaagga 
cagaggggtc 
ggaacatgcc 
tgtatgctgt 
gaggcccagt 
ataagaagac 
cctgggactg 
cagttcatct 
ctgtgtcagt 
accactgctg 
ttcacacctg 
tctcacgcac 
ctaacacgct 
acacgcctgt 
tagctgggag 
tgcgtcagcc 
ccttccaact 
gggcccaaaa 
tctgtctcac 
cccatctggt 
cacacaacat 
cggagaacta 
ggatcgcttt 
tgctggcagg 
acgtgattct 
actacacgag 
actacctga 



300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2579 



<210> 6 

<211> 2333 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human T1R1 G-protein coupled receptor sweet taste 
receptor 

<400> 6 

aggtcttgta gcttcaatga gcatggctac cacctcttcc aggctatgcg gcttggggtt 60 

gaggagataa acaactccac ggccctgctg cccaacatca ccctggggta ccagctgtat 120 

gatgtgtgtt ctgactctgc caatgtgtat gccacgctga gagtgctctc cctgccaggg 180 

caacaccaca tagagctcca aggagacctt ctccactatt cccctacggt gctggcagtg 240 

attgggcctg acagcaccaa ccgtgctgcc accacagccg ccctgctgag ccctttcctg 300 

gtgcatatta gctatgcggc cagcagcgag acgctcagcg tgaagcggca gtatccctct 360 

ttcctgcgca ccatccccaa tgacaagtac caggtggaga ccatggtgct gctgctgcag 420 

aagttcgggt ggacctggat ctctctggtt ggcagcagtg acgactatgg gcagctaggg 480 

gtgcaggcac tggagaacca ggccctggtc aggggcatct gcattgcttt caaggacatc 540 

atgcccttct ctgcccaggt gggcgatgag aggatgcagt gcctcatgcg ccacctggcc 600 
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caggccgggg 
gagtccgtgg 
ctctccaggc 
gccatccaga 
gacaaggagg 
gagaatgcca 
ctgcctacaa 
gctgtgcctc 
tccacaaggt 
ccctcagtag 
tcctcggttc 
ggcacggaaa 
accagcgagt 
ggaccttcct 
cacctgaggg 
acacctcttg 
ctggcctgtt 
gctttcttat 
aacccacaag 
tcctgtcctg 
aggtacctac 
tcagctcagc 
ctgctaggga 
ccctgggctt 
gcagctacct 
gcctgctctt 
gcaagtacct 
gtgggtattt 
agcacttcca 



ccaccgtcgt 
tgctgaccaa 
acatcactgg 
agagggctgt 
cccctaggcc 
agctttcatg 
cgcataccgg 
tgagctctgt 
gcatttcctt 
ctataacata 
ctccacatgg 
gaaccaccag 
ggttacgggt 
caacaagagc 
aagccagacc 
ggtgctgctg 
tgcctggcac 
gctgggctcc 
gcctgcgtgc 
cctgacagtt 
attctaccac 
ggcccagctg 
ataccagcgc 
catactggcc 
gggtaaggac 
caacttcgtg 
gcctgcggcc 
tctgcctaag 
ggcctccatt 



ggttgttttt 
cctgactggc 
ggtgcccggg 
ccctggcctg 
ttgcacaagg 
gcacacacga 
gctgtgtatg 
tccaggggcc 
ctacacaagg 
attgcctggg 
tctccagttc 
gtgcctaagt 
ttccatcact 
gagctctaca 
tgcttcccgc 
gcagctaaca 
ctagacaccc 
ctggcagcag 
ttgctacgcc 
cgctcattcc 
gcctgggtcc 
cttatctgtc 
ttcccccatc 
ttcctctaca 
ttgccagaga 
tcctggatcg 
aacatgatgg 
tgctacgtga 
caggactaca 



tccagccggc 
aaggtgtggg 
atccagcgca 
aaggcgtttg 
gctcctggtg 
tgcccaagct 
cggtggccca 
gagtctaccc 
acactgtggc 
actggaatgg 
agctaaacat 
ctgtgtgttc 
gctgctttga 
gatgccagcc 
gcactgtggt 
cgctgctgct 
ctgtggtgag 
gtagtggcag 
aggccctctt 
aactaatcat 
aaaaccacgg 
taacttggct 
tggtgatgct 
atggcctcct 
actacaacga 
ccttcttcac 
ctgggctgag 
tcctctgccg 
cgaggcgctg 



agttggccag 
tcgcctcaga 
ttgggatggt 
aagaagccta 
cagcagcaat 
caaagccttc 
tggcctccac 
ctggcagctt 
gtttaatgac 
acccaagtgg 
aaatgagacc 
cagcgactgt 
gtgtgtgccc 
ttgtggaaca 
gtttttggct 
gctgctgctg 
gtcagcaggg 
cctctatggc 
tgcccttggt 
catcttcaag 
tgctggcctg 
ggtggtgtgg 
tgagtgcaca 
ctccatcagt 
ggccaaatgt 
cacggccagc 
cagcctgagc 
cccagacctc 
cggctccacc 



ggtgtttttc 
agcctgggcc 
gctgggcgtg 
tgcccgggca 
cagctctgca 
tccatgagtt 
cagctcctgg 
ttggagcaga 
aacagagatc 
accttcacgg 
aaaatccagt 
cttgaagggc 
tgtggggctg 
gaagagtggg 
ttgcgtgagc 
cttgggactg 
ggccgcctgt 
ttctttgggg 
ttcaccatct 
ttttccacca 
tttgtgatga 
accccactgc 
gagaccaact 
gcctttgcct 
gtcaccttca 
gtctacgacg 
agcggcttcg 
aacagcacag 
tga 



660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2333 



<210> 7 
<211> 843 
<212> PRT 
<213> Rattus sp . 

<220> 

<223> rat T1R2 G-protein coupled receptor sweet taste 
receptor 

<400> 7 

Met Gly Pro Gin Ala Arg Thr Leu Cys Leu Leu Ser Leu Leu Leu His 
15 10 15 

Val Leu Pro Lys Pro Gly Lys Leu Val Glu Asn Ser Asp Phe His Leu 
20 25 30 

Ala Gly Asp Tyr Leu Leu Gly Gly Leu Phe Thr Leu His Ala Asn Val 
35 40 45 

Lys Ser lie Ser His Leu Ser Tyr Leu Gin Val Pro Lys Cys Asn Glu 
50 55 60 

Phe Thr Met Lys Val Leu Gly Tyr Asn Leu Met Gin Ala Met Arg Phe 
65 70 75 80 

Ala Val Glu Glu lie Asn Asn Cys Ser Ser Leu Leu Pro Gly Val Leu 
85 90 95 

Leu Gly Tyr Glu Met Val Asp Val Cys Tyr Leu Ser Asn Asn lie His 
100 105 110 
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Pro Gly Leu Tyr 
115 

Lys Asp Tyr Ser 
130 

Asp Asn Ser Glu 
145 

Leu lie Pro Gin 



Lys Arg His Phe 
180 

His lie Glu Ala 
195 

lie Val Val Leu 
210 

Leu Leu Ser Gin 
225 

Gin Glu Val Leu 



Glu Gin Arg Gin 
260 

Ala Arg Val Val 
275 

Phe His Glu Val 
290 

Ser Glu Ser Trp 
305 

Arg His Thr Gly 



Pro Gly Phe Ser 
340 

Val Pro Asn Thr 
355 

Ala Cys Leu Asn 
370 

Gly Glu Arg Val 
385 

His Ala Leu His 



Gin Lys Val Tyr 
420 



Phe Leu Ala Gin 
120 

Gin Tyr Met Pro 
135 

Ser Ala lie Thr 
150 

lie Thr Tyr Ser 
165 

Pro Ser Met Leu 



Met Val Gin Leu 
200 

Val Ser Asp Asp 
215 

Arg Leu Thr Lys 
230 

Pro lie Pro Glu 
245 

Leu Asp Asn lie 



Val Val Phe Ser 
280 

Leu Arg Trp Asn 
295 

Ala lie Asp Pro 
310 

Thr Phe Leu Gly 
325 

Gin Phe Arg Val 



Thr Asn Leu Arg 
360 

Thr Thr Lys Ser 
375 

Val Tyr Ser Val 
390 

Arg Leu Leu Gly 
405 

Pro Trp Gin Leu 



Asp Asp Asp Leu 



His Val Val Ala 
140 

Val Ser Asn lie 
155 

Ala lie Ser Asp 
170 

Arg Thr Val Pro 
185 

Met Val His Phe 



Asp Tyr Gly Arg 
220 

Thr Ser Asp lie 
235 

Ser Ser Gin Val 
250 

Leu Asp Lys Leu 
265 

Pro Glu Leu Ser 



Phe Thr Gly Phe 
300 

Val Leu His Asn 
315 

Val Thr He Gin 
330 

Arg Arg Asp Lys 
345 

Thr Thr Cys Asn 



Phe Asn Asn He 
380 

Tyr Ser Ala Val 
395 

Cys Asn Arg Val 
410 

Leu Arg Glu He 
425 



Leu Pro He Leu 
125 

Val He Gly Pro 



Leu Ser His Phe 
160 

Lys Leu Arg Asp 
175 

Ser Ala Thr His 
190 

Gin Trp Asn Trp 
205 

Glu Asn Ser His 



Cys He Ala Phe 
240 

Met Arg Ser Glu 
255 

Arg Arg Thr Ser 
270 

Leu Tyr Ser Phe 
285 

Val Trp He Ala 



Leu Thr Glu Leu 
320 

Arg Val Ser He 
335 

Pro Gly Tyr Pro 
350 

Gin Asp Cys Asp 
365 

Leu He Leu Ser 



Tyr Ala Val Ala 
400 

Arg Cys Thr Lys 
415 

Trp His Val Asn 
430 
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Phe Thr Leu Leu 
435 

Pro Met Leu Leu 
450 

Pro Phe Gin Ser 
465 

Tyr lie Asn Asn 



Ser Met Cys Ser 
500 

Gly Leu His Pro 
515 

Tyr Leu Asn Arg 
530 

Ser Met Trp Ser 
545 

Thr Phe Leu Glu 



Ala Ala Leu Gly 
580 

Arg His Phe Gin 
595 

Phe Leu Met Leu 
610 

Tyr Val Gly Pro 
625 

Phe Thr Val Cys 



Phe Gin lie Val 
660 

Tyr Ser Phe Trp 
675 

lie Thr Ala lie 
690 

Thr lie Asn Pro 
705 

lie Leu Ser Cys 



Ser Met Asp Leu 
740 



Gly Asn Arg Leu 
440 

Asp lie lie Gin 
455 

lie Ala Ser Tyr 
470 

Val Ser Trp Tyr 
485 

Lys Ser Cys Gin 



Cys Cys Phe Glu 
520 

Ser Ala Asp Glu 
535 

Tyr Lys Asn Asp 
550 

Trp His Glu Val 
565 

Phe Phe Ser Thr 



Thr Pro Met Val 
600 

Val Pro Leu Leu 
615 

Pro Thr Val Phe 
630 

Phe Ser lie Cys 
645 

Cys Val Phe Lys 



Met Arg Tyr His 
680 

Lys Val Ala Leu 
695 

lie Gly Arg Thr 
. 710 

His Pro Asn Tyr 
725 

Leu Leu Ser Val 



Phe Phe Asp Gin 



Trp Gin Trp Asp 
460 

Ser Pro Thr Ser 
475 

Thr Pro Asn Asn 
490 

Pro Gly Gin Met 
505 

Cys Leu Asp Cys 



Phe Asn Cys Leu 
540 

lie Thr Cys Phe 
555 

Pro Thr lie Val 
570 

Leu Ala lie Leu 
585 

Arg Ser Ala Gly 



Leu Ala Phe Gly 
620 

Ser Cys Phe Cys 
635 

Leu Ser Cys lie 
650 

Met Ala Arg Arg 
665 

Gly Pro Tyr Val 



Val Val Gly Asn 
700 

Asp Pro Asp Asp 
715 

Arg Asn Gly Leu 
730 

Leu Gly Phe Ser 
745 



Gin Gly Asp Met 
445 

Leu Ser Gin Asn 



Lys Arg Leu Thr 
480 

Thr Val Pro Val 
495 

Lys Lys Ser Val 
510 

Met Pro Gly Thr 
525 

Ser Cys Pro Gly 



Gin Arg Arg Pro 
560 

Val Ala lie Leu 
575 

Phe lie Phe Trp 
590 

Gly Pro Met Cys 
605 

Met Val Pro Val 



Arg Gin Ala Phe 
640 

Thr Val Arg Ser 
655 

Leu Pro Ser Ala 
670 

Phe Val Ala Phe 
685 

Met Leu Ala Thr 



Pro Asn lie Met 
720 

Leu Phe Asn Thr 
735 

Phe Ala Tyr Met 
750 
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Gly Lys Glu Leu 
755 

Ser Met Thr Phe 
770 

Ser Val His Asp 
785 

Val Leu Asn Phe 



Tyr Met lie Leu 
820 

Ser Met lie Gin 
835 



Pro Thr Asn Tyr 
760 

Ser Phe Thr Ser 
775 

Gly Val Leu Val 
790 

Leu Ala lie Gly 
805 

Phe Tyr Pro Glu 



Gly Tyr Thr Met 
840 



Asn Glu Ala Lys 



Ser lie Ser Leu 
780 

Thr lie Met Asp 
795 

Leu Gly Tyr Phe 
810 

Arg Asn Thr Ser 
825 

Arg Lys Ser 



Phe lie Thr Leu 
765 

Cys Thr Phe Met 



Leu Leu Val Thr 
800 

Gly Pro Lys Cys 
815 

Ala Tyr Phe Asn 
830 



<210> 8 

<211> 843 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse T1R2 G-protein coupled receptor sweet taste 
receptor 

<400> 8 

Met Gly Pro Gin Ala Arg Thr Leu His Leu Leu Phe Leu Leu Leu His 
1 5 10 15 

Ala Leu Pro Lys Pro Val Met Leu Val Gly Asn Ser Asp Phe His Leu 
20 25 30 

Ala Gly Asp Tyr Leu Leu Gly Gly Leu Phe Thr Leu His Ala Asn Val 
35 40 45 

Lys Ser Val Ser His Leu Ser Tyr Leu Gin Val Pro Lys Cys Asn Glu 
50 55 60 

Tyr Asn Met Lys Val Leu Gly Tyr Asn Leu Met Gin Ala Met Arg Phe 
65 70 75 80 

Ala Val Glu Glu lie Asn Asn Cys Ser Ser Leu Leu Pro Gly Val Leu 
85 90 95 

Leu Gly Tyr Glu Met Val Asp Val Cys Tyr Leu Ser Asn Asn lie Gin 
100 105 110 

Pro Gly Leu Tyr Phe Leu Ser Gin lie Asp Asp Phe Leu Pro lie Leu 
115 120 125 

Lys Asp Tyr Ser Gin Tyr Arg Pro Gin Val Val Ala Val lie Gly Pro 
130 135 140 

Asp Asn Ser Glu Ser Ala lie Thr Val Ser Asn lie Leu Ser Tyr Phe 
145 150 155 160 

Leu Val Pro Gin Val Thr Tyr Ser Ala He Thr Asp Lys Leu Gin Asp 
165 170 175 
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Lys Arg Arg Phe 
180 

His lie Glu Ala 
195 

lie Val Val Leu 
210 

Leu Leu Ser Gin 
225 

Gin Glu Val Leu 



Glu Gin Asp Gin 
260 

Ala Arg Val Val 
275 

Phe Arg Glu Val 
290 

Ser Glu Ser Trp 
305 

Arg His Thr Gly 



Pro Gly Phe Ser 
340 

Met Pro Asn Glu 
355 

Ala Cys Met Asn 
370 

Gly Glu Arg Val 
385 

His Thr Leu His 



Gin lie Val Tyr 
420 

Phe Thr Leu Leu 
435 

Pro Met Leu Leu 
450 

Pro Phe Gin Ser 
465 

Tyr lie Ser Asn 



Pro Ala Met Leu 



Met Val Gin Leu 
200 

Val Ser Asp Asp 
215 

Arg Leu Thr Asn 
230 

Pro Val Pro Glu 
245 

Leu Asp Asn lie 



Val lie Phe Ser 
280 

Leu Arg Trp Asn 
295 

Ala lie Asp Pro 
310 

Thr Phe Leu Gly 
325 

Gin Phe Arg Val 



Thr Ser Leu Arg 
360 

lie Thr Glu Ser 
375 

Val Tyr Ser Val 
390 

Arg Leu Leu His 
405 

Pro Trp Gin Leu 



Gly Asn Gin Leu 
44 0 

Asp lie lie Gin 
455 

lie Ala Ser Tyr 
470 

Val Ser Trp Tyr 
485 



Arg Thr Val Pro 
185 

Met Val His Phe 



Asp Tyr Gly Arg 
220 

Thr Gly Asp lie 
235 

Pro Asn Gin Ala 
250 

Leu Asp Lys Leu 
265 

Pro Glu Leu Ser 



Phe Thr Gly Phe 
300 

Val Leu His Asn 
315 

Val Thr lie Gin 
330 

Arg His Asp Lys 
345 

Thr Thr Cys Asn 



Phe Asn Asn Val 
380 

Tyr Ser Ala Val 
3 95 

Cys Asn Gin Val 
410 

Leu Arg Glu lie 
425 

Phe Phe Asp Glu 



Trp Gin Trp Gly 
460 

Ser Pro Thr Glu 
475 

Thr Pro Asn Asn 
490 



Ser Ala Thr His 
190 

Gin Trp Asn Trp 
205 

Glu Asn Ser His 



Cys lie Ala Phe 
240 

Val Arg Pro Glu 
255 

Arg Arg Thr Ser 
270 

Leu His Asn Phe 
285 

Val Trp He Ala 



Leu Thr Glu Leu 
320 

Arg Val Ser He 
335 

Pro Gly Tyr Arg 
350 

Gin Asp Cys Asp 
365 

Leu Met Leu Ser 



Tyr Ala Val Ala 
400 

Arg Cys Thr Lys 
415 

Trp His Val Asn 
430 

Gin Gly Asp Met 
445 

Leu Ser Gin Asn 



Thr Arg Leu Thr 
480 

Thr Val Pro He 
495 
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Ser Met Cys Ser 
500 

Gly Leu His Pro 
515 

Tyr Leu Asn Arg 
530 

Ser Met Trp Ser 
545 

Ala Phe Leu Glu 



Ala Ala Leu Gly 
580 

Arg His Phe Gin 
595 

Phe Leu Met Leu 
610 

Tyr Val Gly Pro 
625 

Phe Thr Val Cys 



Phe Gin lie Val 
660 

Tyr Gly Phe Trp 
675 

lie Thr Ala Val 
690 

Thr lie Asn Pro 
705 

lie Leu Ser Cys 



Ser Met Asp Leu 
740 

Gly Lys Glu Leu 
755 

Ser Met Thr Phe 
770 

Ser Val His Asp 
785 

Val Leu Asn Phe 



Lys Ser Cys Gin 



Cys Cys Phe Glu 
520 

Ser Val Asp Glu 
535 

Tyr Lys Asn Asn 
550 

Trp His Glu Val 
565 

Phe lie Ser Thr 



Thr Pro Met Val 
600 

Val Pro Leu Leu 
615 

Pro Thr Val Phe 
630 

Phe Ser Val Cys 
645 

Cys Val Phe Lys 



Met Arg Tyr His 
680 

Lys Val Ala Leu 
695 

lie Gly Arg Thr 
710 

His Pro Asn Tyr 
725 

Leu Leu Ser Val 



Pro Thr Asn Tyr 
760 

Ser Phe Thr Ser 
775 

Gly Val Leu Val 
790 

Leu Ala lie Gly 
805 



Pro Gly Gin Met 
505 

Cys Val Asp Cys 



Phe Asn Cys Leu 
540 

lie Ala Cys Phe 
555 

Pro Thr lie Val 
570 

Leu Ala lie Leu 
585 

Arg Ser Ala Gly 



Leu Ala Phe Gly 
620 

Ser Cys Phe Cys 
635 

Leu Ser Cys lie 
650 

Met Ala Arg Arg 
665 

Gly Pro Tyr Val 



Val Ala Gly Asn 
700 

Asp Pro Asp Asp 
715 

Arg Asn Gly Leu 
730 

Leu Gly Phe Ser 
745 

Asn Glu Ala Lys 



Ser lie Ser Leu 
780 

Thr lie Met Asp 
795 

Leu Gly Tyr Phe 
810 



Lys Lys Pro lie 
510 

Pro Pro Asp Thr 
525 

Ser Cys Pro Gly 



Lys Arg Arg Leu 
560 

Val Thr lie Leu 
575 

Leu lie Phe Trp 
590 

Gly Pro Met Cys 
605 

Met Val Pro Val 



Arg Gin Ala Phe 
640 

Thr Val Arg Ser 
655 

Leu Pro Ser Ala 
670 

Phe Val Ala Phe 
685 

Met Leu Ala Thr 



Pro Asn lie lie 
720 

Leu Phe Asn Thr 
735 

Phe Ala Tyr Val 
750 

Phe lie Thr Leu 
765 

Cys Thr Phe Met 



Leu Leu Val Thr 
800 

Gly Pro Lys Cys 
815 
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Tyr Met lie Leu 
820 

Ser Met lie Gin 
835 



Phe Tyr Pro Glu 



Gly Tyr Thr Met 
840 



Arg Asn Thr Ser 
825 

Arg Lys Ser 



Ala Tyr Phe Asn 
830 



<210> 9 
<211> 838 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human T1R2 G-protein coupled receptor sweet taste 
receptor 

<400> 9 

Met Gly Pro Arg Ala Lys Thr lie Cys Ser Leu Phe Phe Leu Leu Trp 
15 10 15 

Val Leu Ala Glu Pro Ala Glu Asn Ser Asp Phe Tyr Leu Pro Gly Asp 
20 25 30 

Tyr Leu Leu Gly Gly Leu Phe Ser Leu His Ala Asn Met Lys Gly lie 
35 40 45 

Val His Leu Asn Phe Leu Gin Val Pro Met Cys Lys Glu Tyr Glu Val 
50 55 60 

Lys Val lie Gly Tyr Asn Leu Met Gin Ala Met Arg Phe Ala Val Glu 
65 70 75 80 

Glu lie Asn Asn Asp Ser Ser Leu Leu Pro Gly Val Leu Leu Gly Tyr 
85 90 95 

Glu lie Val Asp Val Cys Tyr lie Ser Asn Asn Val Gin Pro Val Leu 
100 105 110 

Tyr Phe Leu Ala His Glu Asp Asn Leu Leu Pro lie Gin Glu Asp Tyr 
115 120 125 

Ser Asn Tyr lie Ser Arg Val Val Ala Val lie Gly Pro Asp Asn Ser 
130 135 140 

Glu Ser Val Met Thr Val Ala Asn Phe Leu Ser Leu Phe Leu Leu Pro 
145 150 155 160 

Gin lie Thr Tyr Ser Ala lie Ser Asp Glu Leu Arg Asp Lys Val Arg 
165 170 175 

Phe Pro Ala Leu Leu Arg Thr Thr Pro Ser Ala Asp His His Val Glu 
180 185 190 

Ala Met Val Gin Leu Met Leu His Phe Arg Trp Asn Trp lie lie Val 
195 200 205 

Leu Val Ser Ser Asp Thr Tyr Gly Arg Asp Asn Gly Gin Leu Leu Gly 
210 215 220 

Glu Arg Val Ala Arg Arg Asp lie Cys lie Ala Phe Gin Glu Thr Leu 
225 230 235 240 
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Pro Thr Leu Gin 



Leu Val Thr lie 
260 

Val Val Phe Ser 
275 

Leu Arg Gin Asn 
290 

Ala lie Asp Pro 
305 

Thr Phe Leu Gly 



Glu Phe Arg Glu 
340 

Thr Ser Gin Ser 
355 

Ala Thr Leu Ser 
370 

Val Tyr Ser Val 
385 

Ser Leu Leu Gly 



Pro Trp Gin Leu 
420 

Asp His Gin lie 
435 

Glu lie Val Gin 
450 

Val Ala Ser Tyr 
465 

lie Ser Trp His 



Lys Arg Cys Gin 
500 

Cys Cys Phe Glu 
515 

Thr Glu Asp Glu 
530 

Tyr Gin Ser Glu 
545 



Pro Asn Gin Asn 
245 

Val Asp Lys Leu 



Pro Asp Leu Thr 
280 

Phe Thr Gly Ala 
295 

Val Leu His Asn 
310 

lie Thr lie Gin 
325 

Trp Gly Pro Gin 



Tyr Thr Cys Asn 
360 

Phe Asn Thr He 
375 

Tyr Ser Ala Val 
390 

Cys Asp Lys Ser 
405 

Leu Glu Glu He 



Phe Phe Asp Pro 
440 

Trp Gin Trp Asp 
455 

Tyr Pro Leu Gin 
470 

Thr Val Asn Asn 
485 

Ser Gly Gin Lys 



Cys He Asp Cys 
520 

Tyr Glu Cys Gin 
535 

Thr Ser Cys Phe 
550 



Met Thr Ser Glu 
250 

Gin Gin Ser Thr 
265 

Leu Tyr His Phe 



Val Trp He Ala 
300 

Leu Thr Glu Leu 
315 

Ser Val Pro He 
330 

Ala Gly Pro Pro 
345 

Gin Glu Cys Asp 



Leu Arg Leu Ser 
380 

Tyr Ala Val Ala 
395 

Thr Cys Thr Lys 
410 

Trp Ly s Va 1 As n 
425 

Gin Gly Asp Val 



Arg Ser Gin Asn 
460 

Arg Gin Leu Lys 
475 

Thr He Pro Met 
490 

Lys Lys Pro Val 
505 

Leu Pro Gly Thr 



Ala Cys Pro Asn 
540 

Lys Arg Gin Leu 
555 



Glu Arg Gin Arg 
255 

Ala Arg Val Val 
270 

Phe Asn Glu Val 
285 

Ser Glu Ser Trp 



Gly His Leu Gly 
320 

Pro Gly Phe Ser 
335 

Pro Leu Ser Arg 
350 

Asn Cys Leu Asn 
365 

Gly Glu Arg Val 



His Ala Leu His 
400 

Arg Val Val Tyr 
415 

Phe Thr Leu Leu 
430 

Ala Leu His Leu 
445 

Pro Phe Gin Ser 



Asn He Gin Asp 
480 

Ser Met Cys Ser 
495 

Gly He His Val 
510 

Phe Leu Asn His 
525 

Asn Glu Trp Ser 



Val Phe Leu Glu 
560 
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Trp His Glu Ala 



Phe Leu Ser Thr 
580 

Thr Pro lie Val 
595 

Thr Leu Leu Leu 
610 

Pro Lys Val Ser 
625 

Phe Thr lie Cys 



Cys Ala Phe Lys 
660 



Pro Thr lie Ala 
565 

Leu Ala lie Leu 



Arg Ser Ala Gly 
600 

Val Ala Tyr Met 
615 

Thr Cys Leu Cys 
630 

lie Ser Cys lie 
645 

Met Ala Ser Arg 



Val Ala Leu Leu 
570 

Val He Phe Trp 
585 

Gly Pro Met Cys 



Val Val Pro Val 
620 

Arg Gin Ala Leu 
635 

Ala Val Arg Ser 
650 

Phe Pro Arg Ala 
665 



Ala Ala Leu Gly 
575 

Arg His Phe Gin 
590 

Phe Leu Met Leu 
605 

Tyr Val Gly Pro 



Phe Pro Leu Cys 
640 

Phe Gin He Val 
655 

Tyr Ser Tyr Trp 
670 



Val Arg Tyr Gin 
675 

Lys Met Val He 
690 



Gly Pro Tyr Val 
680 

Val Val He Gly 
695 



Ser Met Ala Phe 

Met Leu Ala Arg 
700 



He Thr Val Leu 
685 

Pro Gin Ser His 



Pro Arg Thr Asp 
705 

Pro Asn Tyr Arg 



Leu Ser Val Val 
740 

Thr Asn Tyr Asn 
755 

Phe Thr Ser Ser 
770 

Val Leu Val Thr 
785 

Ala He Ser Leu 



Tyr Pro Glu Arg 
820 



Pro Asp Asp Pro 
710 

Asn Ser Leu Leu 
725 

Gly Phe Ser Phe 



Glu Ala Lys Phe 
760 

Val Ser Leu Cys 
775 

He Val Asp Leu 
790 

Gly Tyr Phe Gly 
805 

Asn Thr Pro Ala 



Lys He Thr He 
715 

Phe Asn Thr Ser 
730 

Ala Tyr Met Gly 
745 

He Thr Leu Ser 



Thr Phe Met Ser 
780 

Leu Val Thr Val 
795 

Pro Lys Cys Tyr 
810 

Tyr Phe Asn Ser 
825 



Val Ser Cys Asn 
720 

Leu Asp Leu Leu 
735 

Lys Glu Leu Pro 
750 

Met Thr Phe Tyr 
765 

Ala Tyr Ser Gly 



Leu Asn Leu Leu 
800 

Met He Leu Phe 
815 

Met He Gin Gly 
830 



Tyr Thr Met Arg Arg Asp 
835 



<210> 10 
<211> 2993 
<212> DNA 
<213> Rattus sp. 
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<220> 

<223> rat T1R2 G-protein coupled receptor sweet taste 
receptor 



<400> 10 

cactttgctg 

gttctgccta 

ctcctgggtg 

ctgcaggtgc 

gccatgcgtt 

ctcggctacg 

ttcctggcac 

cacgtggtgg 

ctctctcatt 

aagcggcact 

atggtgcagc 

gattacggcc 

tgcattgcct 

gagcagagac 

gtggtgttct 

ttcacgggtt 

ctcacggagc 

cctggcttca 

accaacctgc 

ttcaacaaca 

tacgcggtgg 

caaaaggtct 

ggtaaccggc 

tggcagtggg 

aagaggctaa 

tccatgtgtt 

tgttgcttcg 

tttaactgtc 

cagcggcggc 

gctgccctgg 

acacccatgg 

ctggcgtttg 

cgacaggctt 

ttccagatcg 

atgcgttacc 

gtggtgggca 

cccaacatca 

agcatggact 

cccaccaact 

tccatctccc 

ctcctggtca 

tacatgatcc 

ggctacacca 

acgttaatgg 

taaaataccc 

cacccactta 

tgccatctgg 

gtggctagtg 

gggctcctgt 

aaacttccct 



tcatgggtcc 
agccaggcaa 
gcctctttac 
ccaagtgcaa 
tcgctgtgga 
agatggtgga 
aggacgacga 
ctgtcattgg 
tcctcatccc 
tccctagcat 
tgatggttca 
gcgagaacag 
tccaggaggt 
aactggacaa 
cgcccgagct 
ttgtgtggat 
tgcgccacac 
gtcagttccg 
ggacgacctg 
tccttatact 
cccatgccct 
acccgtggca 
tcttctttga 
acctgagcca 
cctacattaa 
ccaagagctg 
agtgcttgga 
tgtcctgccc 
ctaccttcct 
gcttcttcag 
tgcgctcggc 
ggatggtgcc 
tcttcaccgt 
tgtgtgtctt 
acgggcccta 
acatgctggc 
tgatcctctc 
tgctgctgtc 
acaacgaagc 
tctgcacctt 
ctgtgctcaa 
ttttctaccc 
tgaggaagag 
tgttcctctg 
atgatgcact 
tagatgaaac 
tggtcacagt 
gctgtgaggc 
gttctaatgg 
ccggtgaaaa 



ccaggcaagg 
gctggtagag 
cctccatgcc 
tgagttcacc 
ggagatcaac 
tgtctgttac 
cctcctgccc 
ccccgacaac 
acagatcaca 
gctacgcaca 
cttccaatgg 
ccacctgttg 
tctgcccata 
catcctggac 
gagcctgtat 
cgcctctgag 
gggtactttt 
agtgcgccgt 
caaccaggac 
ttcgggggag 
ccacagactc 
gctactcagg 
ccaacaaggg 
gaatcccttc 
caatgtgtcc 
ccagccaggg 
ttgtatgcca 
gggttccatg 
ggagtggcac 
tacactggcc 
cggtggcccc 
cgtgtatgtg 
ctgcttctcc 
caagatggcc 
tgtcttcgtg 
caccaccatc 
gtgccaccct 
tgtgctgggt 
caagttcatc 
catgtctgtg 
cttcctggcc 
ggagcgcaac 
ctagctccgc 
ccattctctg 
ctcccccgac 
caccaaggcg 
gagcacatgc 
cagatgtctg 
tcagatgggc 
aaaaaaaaaa 



acactctgct 
aactctgact 
aacgtgaaga 
atgaaggtgt 
aactgtagct 
ctctccaaca 
atcctcaaag 
tctgagtccg 
tacagcgcca 
gtgcccagcg 
aactggattg 
agccagcgtc 
cctgagtcca 
aagctgcggc 
agcttctttc 
tcctgggcta 
ctgggcgtca 
gacaagccag 
tgtgacgcct 
cgcgtggtct 
ctcggctgta 
gagatctggc 
gacatgccga 
caaagcatcg 
tggtacaccc 
caaatgaaaa 
ggcacctacc 
tggtcctaca 
gaagtgccca 
attcttttca 
atgtgcttcc 
gggcccccca 
atctgcctat 
agacgcctgc 
gccttcatca 
aaccccattg 
aactaccgca 
ttcagcttcg 
actctcagca 
cacgacggcg 
atcggcttgg 
acctcagcct 
ccaccggcct 
cagcgtagct 
ccccaagcca 
ccctatgggg 
gggccgtggc 
tgtatctgag 
atcatgggcc 
aaaaaaaaaa 



tgctgtctct 
tccacctggc 
gcatctccca 
tgggctacaa 
ccctgctacc 
atatccaccc 
actacagcca 
ccattaccgt 
tctccgacaa 
ccacccacca 
tggtgctggt 
tgaccaaaac 
gccaggtcat 
ggacctcggc 
acgaggtgct 
tcgacccagt 
ccatccagag 
ggtatcccgt 
gcttgaacac 
acagcgtgta 
accgggtccg 
acgtcaactt 
tgctcttgga 
cctcctattc 
ccaacaacac 
agtctgtggg 
tcaaccgctc 
agaacgacat 
ccatcgtggt 
tcttctggag 
tgatgctcgt 
cggtcttctc 
cctgcatcac 
caagtgccta 
cggccatcaa 
gccggaccga 
acgggctact 
cttacatggg 
tgaccttctc 
tgctggtcac 
gatactttgg 
atttcaatag 
cagcagcaga 
atttttaccc 
tttcactggc 
ctccaaggat 
ccatggctcc 
ttcctgggaa 
cttcattatt 
aaaaaaaaaa 



cctgctgcat 
cggggactac 
cctcagctac 
cctcatgcag 
cggcgtgctg 
tgggctctac 
gtacatgccc 
gtccaacatt 
gctgcgggac 
catcgaggcc 
gagcgacgac 
gagcgacatc 
gaggtccgag 
gcgcgtcgtg 
ccgctggaac 
tctgcataac 
ggtgtccatc 
gcctaacacg 
caccaagtcc 
ctcggcagtt 
ctgcaccaag 
cacgctcctg 
catcatccag 
tcccaccagc 
ggtccctgtc 
cctccaccct 
agcagatgag 
cacttgcttc 
ggccatactg 
acatttccag 
gcccctgctg 
atgcttctgc 
cgtgcgctcc 
cagtttttgg 
ggtggccctg 
cccggatgac 
gttcaacacc 
caaggagctg 
cttcacctcc 
catcatggac 
ccccaagtgt 
catgatccag 
gcccccggcc 
acatagcgct 
caggacctac 
ggcctaccac 
cagccagctg 
gcagagactg 
gcttacgaat 
aaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

2993 



<210> 11 
<211> 2532 
<212> DNA 
<213> Mus sp. 
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<220> 

<223> mouse T1R2 G-protein coupled receptor sweet taste 
receptor 



<400> 11 

atgggacccc 

ccagtcatgc 

ctctttaccc 

aagtgcaatg 

gccgtggagg 

atggtggatg 

atagatgact 

gttattggcc 

ctcgtgccac 

cctgccatgc 

atggttcact 

gagaacagcc 

caggaggttc 

ctggacaaca 

ccggagctga 

gtgtggattg 

cgccacacgg 

cagttccgag 

actacctgta 

ctcatgcttt 

cacaccctcc 

ccatggcagc 

ttcttcgacg 

ctgagccaga 

tacattagca 

aagagttgcc 

tgtgtggact 

tcctgcccgg 

gccttcctgg 

ttcatcagta 

cgctcggcgg 

atggtccccg 

ttcaccgttt 

tgcgtcttca 

gggccctacg 

atgctggcca 

atcctctcct 

ctgctgtccg 

aacgaagcca 

tgcacgttca 

gtgctcaact 

ttctacccgg 

aggaagagct 



aggcgaggac 
tggtagggaa 
tccatgccaa 
agtacaacat 
aaatcaacaa 
tctgctacct 
tcctgcccat 
cagacaactc 
aggtcacata 
tgcgcactgt 
tccagtggaa 
acctgctgag 
tgcccgtacc 
tcctggacaa 
gcctgcacaa 
cctctgagtc 
gcactttcct 
tgcgccatga 
accaggactg 
cgggggagcg 
acagactcct 
tactcaggga 
aacaagggga 
accccttcca 
atgtgtcctg 
agcctgggca 
gtccgccgga 
gttccatgtg 
agtggcacga 
cgctggccat 
gcggccccat 
tgtatgtggg 
gcttctccgt 
agatggccag 
tcttcgtggc 
ccaccatcaa 
gccaccctaa 
tgctgggttt 
agttcatcac 
tgtctgtcca 
ttctggccat 
agcgcaacac 
ag 



actccatttg 
ctccgacttt 
cgtgaagagt 
gaaggtgttg 
ctgtagctct 
ctccaacaat 
cctcaaagac 
tgagtctgcc 
tagcgccatc 
gcccagcgcc 
ctggatcgtg 
ccagcgtctg 
agaacccaac 
gctgcggcgg 
cttcttccgt 
ctgggccatc 
gggtgtcacc 
caagccaggg 
cgacgcctgc 
tgtggtctac 
ccactgcaat 
gatctggcat 
catgccgatg 
aagcatcgcc 
gtacaccccc 
aatgaaaaaa 
cacctacctc 
gtcttacaag 
agtgcccact 
tctgctcatc 
gtgcttcctg 
cccccccacg 
ctgcctctcc 
acgcctgcca 
cttcatcacg 
ccccattggc 
ctaccgcaac 
cagcttcgcg 
cctcagcatg 
cgatggcgtg 
cggcttgggg 
ttcagcttat 



ctgtttctcc 
cacctggctg 
gtctctcacc 
ggctacaacc 
ttgctgcccg 
atccagcctg 
tacagccagt 
atcaccgtgt 
accgacaagc 
acccaccaca 
gtgctggtga 
accaacactg 
caggctgtga 
acttcggcgc 
gaggtgctgc 
gaccctgttc 
atccagaggg 
tatcgcatgc 
atgaacatca 
agcgtgtact 
caggtccgct 
gtcaacttca 
ctcctggaca 
tcctactccc 
aacaacacgg 
cccataggcc 
aaccgatcag 
aacaacatcg 
atcgtggtga 
ttctggagac 
atgctggtgc 
gtcttctcct 
tgcatcacgg 
agcgcctacg 
gccgtcaagg 
cggaccgacc 
gggctactct 
tacgtgggca 
accttctcct 
ctggtcacca 
tactttggcc 
ttcaatagca 



tgctgcatgc 
gggactacct 
tcagctacct 
tcatgcaggc 
gcgtgctgct 
ggctctactt 
acaggcccca 
ccaacattct 
tgcaagacaa 
tcgaggccat 
gcgatgacga 
gcgacatctg 
ggcctgagga 
gtgtggtggt 
gctggaactt 
tacacaacct 
tgtccatccc 
ctaacgagac 
ctgagtcctt 
cggccgtcta 
gcaccaagca 
cgctcctggg 
tcatccagtg 
ccaccgagac 
tccccatatc 
tccacccatg 
tagatgagtt 
cttgcttcaa 
ccatcctggc 
atttccagac 
ccctgctgct 
gtttctgccg 
tgcgctcctt 
gtttctggat 
tggccctggt 
ccgatgaccc 
tcaacaccag 
aggaactgcc 
tcacctcctc 
tcatggatct 
ccaaatgtta 
tgattcaggg 



tctgcctaag 
cctgggtggc 
gcaggtgccc 
catgcgattc 
cggctacgag 
cctgtcacag 
agtggtggct 
ctcctacttc 
gcggcgcttc 
ggtgcaactg 
ttatggccga 
cattgccttc 
gcaggaccaa 
gatattctcg 
cacgggcttt 
cacagagctg 
tggcttcagc 
cagcctgcgg 
caacaacgtt 
cgcggtggcc 
aatcgtctat 
caaccagctc 
gcagtggggc 
gaggctgacc 
catgtgttct 
ctgcttcgag 
taactgtctg 
gcggcggctg 
cgccctgggc 
gcccatggtg 
ggcgttcggg 
ccaggctttc 
ccagattgtg 
gcgttaccac 
ggcgggcaac 
caatatcata 
catggacttg 
caccaactac 
catctccctc 
cctggtcact 
catgatcctt 
ctacacgatg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2532 



<210> 12 

<211> 2010 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human T1R2 G-protein coupled receptor sweet taste 
receptor 

<400> 12 

atcacctaca gcgccatcag cgatgagctg cgagacaagg tgcgcttccc ggctttgctg 60 
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cgtaccacac ccagcgccga ccaccacgtc gaggccatgg tgcagctgat gctgcacttc 120 
cgctggaact ggatcattgt gctggtgagc agcgacacct atggccgcga caatggccag 180 
ctgcttggcg agcgcgtggc ccggcgcgac atctgcatcg ccttccagga gacgctgccc 24 0 
acactgcagc ccaaccagaa catgacgtca gaggagcgcc agcgcctggt gaccattgtg 3 00 
gacaagctgc agcagagcac agcgcgcgtc gtggtcgtgt tctcgcccga cctgaccctg 3 60 
taccacttct tcaatgaggt gctgcgccag aacttcacgg gcgccgtgtg gatcgcctcc 42 0 
gagtcctggg ccatcgaccc ggtcctgcac aacctcacgg agctgggcca cttgggcacc 480 
ttcctgggca tcaccatcca gagcgtgccc atcccgggct tcagtgagtt ccgcgagtgg 540 
ggcccacagg ctgggccgcc acccctcagc aggaccagcc agagctatac ctgcaaccag 6 00 
gagtgcgaca actgcctgaa cgccaccttg tccttcaaca ccattctcag gctctctggg 660 
gagcgtgtcg tctacagcgt gtactctgcg gtctatgctg tggcccatgc cctgcacagc 72 0 
ctcctcggct gtgacaaaag cacctgcacc aagagggtgg tctacccctg gcagctgctt 780 
gaggagatct ggaaggtcaa cttcactctc ctggaccacc aaatcttctt cgacccgcaa 840 
ggggacgtgg ctctgcactt ggagattgtc cagtggcaat gggaccggag ccagaatccc 900 
ttccagagcg tcgcctccta ctaccccctg cagcgacagc tgaagaacat caagacatct 960 
ctgcacaccg tcaacaacac gatccctatg tccatgtgtt ccaagaggtg ccagtcaggg 1020 
caaaagaaga agcctgtggg catccacgtc tgctgcttcg agtgcatcga ctgccttccc 1080 
ggcaccttcc tcaaccacac tgaatgcccg aataacgagt ggtcctacca gagtgagacc 1140 
tcctgcttca agcggcagct ggtcttcctg gaatggcatg aggcacccac catcgctgtg 12 00 
gccctgctgg ccgccctggg cttcctcagc accctggcca tcctggtgat attctggagg 1260 
cacttccaga cacccatagt tcgctcggct gggggcccca tgtgcttcct gatgctgaca 1320 
ctgctgctgg tggcatacat ggtggtcccg gtgtacgtgg ggccgcccaa ggtctccacc 13 80 
tgcctctgcc gccaggccct ctttcccctc tgcttcacaa tttgcatctc ctgtatcgcc 1440 
gtgcgttctt tccagatcgt ctgcgccttc aagatggcca gccgcttccc acgcgcctac 1500 
agctactggg tccgctacca ggggccctac gtctctatgg catttatcac ggtactcaaa 1560 
atggtcattg tggtaattgg catgctggca cggcctcagt cccacccccg tactgacccc 1620 
gatgacccca agatcacaat tgtctcctgt aaccccaact accgcaacag cctgctgttc 1680 
aacaccagcc tggacctgct gctctcagtg gtgggtttca gcttcgccta catgggcaaa 1740 
gagctgccca ccaactacaa cgaggccaag ttcatcaccc tcagcatgac cttctatttc 1800 
acctcatccg tctccctctg caccttcatg tctgcctaca gcggggtgct ggtcaccatc 1860 
gtggacctct tggtcactgt gctcaacctc ctggccatca gcctgggcta cttcggcccc 1920 
aagtgctaca tgatcctctt ctacccggag cgcaacacgc ccgcctactt caacagcatg 1980 
atccagggct acaccatgag gagggactag 2 010 



<210> 13 

<211> 3200 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human T1R3 G-protein coupled receptor sweet taste 
receptor genomic sequence 

<400> 13 

gctcactcca tgtgaggccc cagtcggggc agccacctgc cgtgcctgtt ggaagttgcc 60 

tctgccatgc tgggccctgc tgtcctgggc ctcagcctct gggctctcct gcaccctggg 120 

acgggggccc cattgtgcct gtcacagcaa cttaggatga agggggacta cgtgctgggg 180 

gggctgttcc ccctgggcga ggccgaggag gctggcctcc gcagccggac acggcccagc 240 

agccctgtgt gcaccaggta cagaggtggg acggcctggg tcggggtcag ggtgaccagg 300 

tctggggtgc tcctgagctg gggccgaggt ggccatctgc ggttctgtgt ggccccaggt 360 

tctcctcaaa cggcctgctc tgggcactgg ccatgaaaat ggccgtggag gagatcaaca 420 

acaagtcgga tctgctgccc gggctgcgcc tgggctacga cctctttgat acgtgctcgg 4 80 

agcctgtggt ggccatgaag cccagcctca tgttcctggc caaggcaggc agccgcgaca 54 0 

tcgccgccta ctgcaactac acgcagtacc agccccgtgt gctggctgtc atcgggcccc 600 

actcgtcaga gctcgccatg gtcaccggca agttcttcag cttcttcctc atgccccagg 660 

tggcgccccc caccatcacc cacccccacc cagccctgcc cgtgggagcc cctgtgtcag 720 

gagatgcctc ttggcccttg caggtcagct acggtgctag catggagctg ctgagcgccc 780 

gggagacctt cccctccttc ttccgcaccg tgcccagcga ccgtgtgcag ctgacggccg 840 

ccgcggagct gctgcaggag ttcggctgga actgggtggc cgccctgggc agcgacgacg 90 0 

agtacggccg gcagggcctg agcatcttct cggccctggc cgcggcacgc ggcatctgca 960 
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tcgcgcacga 
aggacgtcct 
tgcacgccgc 

gggtggccag 

agatgggcac 
acgtgaagac 
gggagcaggg 
cgctgcagaa 
tgtatagcgt 
cgcaggaccc 
catgtgccca 
gccccgtccc 
ggctgccgct 
gggtgtggca 
ggacagagcg 
tgtgccaggc 
tccagtctcc 
gcccgtgtcc 
ccactcctgc 
tgagccgcct 
tgactctgag 
cacagacgac 
acgctgcttc 
gctcctgctg 
ccatcgggac 
gtgcctgggc 
atgcctggcc 
cctgcaggcg 
gagtggctgc 
ggtcgcactg 
catgctgccc 
agcgcacgcc 
gagccagccg 
catcacctgg 
cgtgcagatg 
caggtgttac 
gggccctggg 
gtgacccaac 



gggcctggtg 
gcaccaggtg 
ccacgccctc 
cgaggcctgg 
ggtgcttggc 
gcacctggcc 
tctggaggag 
cgtgagcgca 
ggcccaggcc 
cgtgaagccc 
ggccaccagg 
ccgcccgcag 
gcggttcgac 
gggctcagtg 
cctgaagatc 
gtgcccgtgg 
cgtgggcatg 
cggtgctcgc 
tgctacgact 
tcccggcagg 
accagagccc 
atcgcctgca 
cgccgcaggt 
ctgagcctgg 
agcccactgg 
ctggtctgcc 
cagcagccct 
gccgagatct 
ctgcgggggc 
tgcacctggt 
acggaggcgc 
accaatgcca 
ggctgctaca 
gtctcctttg 
ggcgccctcc 
ctgctcatgc 
gatgcccaag 
cctgtgatct 



ccgctgcccc 
aaccagagca 
ttcaactaca 
ctgacctctg 
ttcctccaga 
ctggccaccg 
gacgtggtgg 
gggctaaatc 
ctgcacaaca 
tggcaggtga 
cacggccacc 
ctcctggaga 
agcagcggaa 
cccaggctcc 
cgctggcaca 
tagcccccgc 
cccagccgag 
ggcagtgcca 
gtgtggactg 
cgggggtggg 
acagggtaca 
ccttttgtgg 
ctcggttcct 
cgctgggcct 
ttcaggcctc 
tcagcgtcct 
tgtcccacct 
tcgtggagtc 
cctgggcctg 
acctggtggc 
tggtgcactg 
cgctggcctt 
accgtgcccg 
tgcccctcct 
tgctctgtgt 
ggcagccagg 
gccagaatga 



gtgccgatga 
gcgtgcaggt 
gcatcagcag 
acctggtcat 
ggggtgccca 
acccggcctt 
gccagcgctg 
accaccagac 
ctcttcagtg 
gcccgggaga 
acgcctgagc 
acatgtacaa 
acgtggacat 
acgacgtggg 
cgtctgacaa 
ggcagggcgc 
cagagccaga 
ggagggccag 
cgaggcgggc 
aacgcagcag 
agacgaacac 
ccaggatgag 
ggcatggggc 
tgtgctggct 
gggggggccc 
cctgttccct 
cccgctcacg 
agaactgcct 
gctggtggtg 
cttcccgccg 
ccgcacacgc 
tctctgcttc 
tggcctcacc 
ggccaatgtg 
cctgggcatc 
gctcaacacc 
cgggaacaca 



ctcgcggctg 
ggtgctgctg 
caggctctcg 
ggggctgccc 
gctgcacgag 
ctgctctgcc 
cccgcagtgt 
gttctctgtc 
caacgcctca 
tgggggtgtg 
tggaggtggc 
cctgaccttc 
ggagtacgac 
caggttcaac 
ccaggtgagg 
agcctggggg 
ccccaggcct 
gtgcgccggg 
agctaccggc 
gggagggtcc 
ccagcgccct 
tggtccccgg 
gagccggctg 
gctttggggc 
ctggcctgct 
ggccagccca 
ggctgcctga 
ctgagctggg 
ctgctggcca 
gaggtggtga 
tcctgggtca 
ctgggcactt 
tttgccatgc 
caggtggtcc 
ctggctgcct 
cccgagttct 
ggaaatcagg 



gggaaggtgc 
ttcgcctccg 
cccaaggtgt 
ggcatggccc 
ttcccccagt 
ctgggcgaga 
gactgcatca 
tacgcagctg 
ggctgccccg 
ctgtcctctg 
tggcggctca 
cacgtgggcg 
ctgaagctgt 
ggcagcctca 
tgagggtggg 
tgggggccgt 
gtgcgcagaa 
tcaaggggtt 
aaaacccagg 
tgccaagtcc 
tctcctctct 
agcgaagcac 
tgctgctgct 
tgttcgttca 
ttggcctggt 
gccctgcccg 
gcacactctt 
cagaccggct 
tgctggtgga 
cggactggca 
gcttcggcct 
tcctggtgcg 
tggcctactt 
tcaggcccgc 
tccacctgcc 
tcctgggagg 
ggaaacatga 



1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3200 



<210> 14 

<211> 2559 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human T1R3 G-protein coupled receptor sweet taste 
receptor CDS 



<400> 14 

atgctgggcc 

gccccattgt 

ttccccctgg 

gtgtgcacca 

gaggagatca 

gatacgtgct 

ggcagccgcg 

gtcatcgggc 

ctcatgcccc 

ccctccttct 

ctgcaggagt 



ctgctgtcct 
gcctgtcaca 
gcgaggccga 
ggttctcctc 
acaacaagtc 
cggagcctgt 
acatcgccgc 
cccactcgtc 
aggtcagcta 
tccgcaccgt 
tcggctggaa 



gggcctcagc 
gcaacttagg 
ggaggctggc 
aaacggcctg 
ggatctgctg 
ggtggccatg 
ctactgcaac 
agagctcgcc 
cggtgctagc 
gcccagcgac 
ctgggtggcc 



ctctgggctc 
atgaaggggg 
ctccgcagcc 
ctctgggcac 
cccgggctgc 
aagcccagcc 
tacacgcagt 
atggtcaccg 
atggagctgc 
cgtgtgcagc 
gccctgggca 



tcctgcaccc 
actacgtgct 
ggacacggcc 
tggccatgaa 
gcctgggcta 
tcatgttcct 
accagccccg 
gcaagttctt 
tgagcgcccg 
tgacggccgc 
gcgacgacga 



tgggacgggg 6 0 

gggggggctg 120 

cagcagccct 18 0 
aatggccgtg 240 
cgacctcttt 300 
ggccaaggca 360 
tgtgctggct 420 
cagcttcttc 480 
ggagaccttc 540 

cgcggagctg 600 

gtacggccgg 660 
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cagggcctga gcatcttctc ggccctggcc gcggcacgcg gcatctgcat cgcgcacgag 720 

ggcctggtgc cgctgccccg tgccgatgac tcgcggctgg ggaaggtgca ggacgtcctg 780 

caccaggtga accagagcag cgtgcaggtg gtgctgctgt tcgcctccgt gcacgccgcc 840 

cacgccctct tcaactacag catcagcagc aggctctcgc ccaaggtgtg ggtggccagc 900 

gaggcctggc tgacctctga cctggtcatg gggctgcccg gcatggccca gatgggcacg 960 

gtgcttggct tcctccagag gggtgcccag ctgcacgagt tcccccagta cgtgaagacg 102 0 

cacctggccc tggccaccga cccggccttc tgctctgccc tgggcgagag ggagcagggt 1080 

ctggaggagg acgtggtggg ccagcgctgc ccgcagtgtg actgcatcac gctgcagaac 1140 

gtgagcgcag ggctaaatca ccaccagacg ttctctgtct acgcagctgt gtatagcgtg 12 00 

gcccaggccc tgcacaacac tcttcagtgc aacgcctcag gctgccccgc gcaggacccc 1260 

gtgaagccct ggcagctcct ggagaacatg tacaacctga ccttccacgt gggcgggctg 1320 

ccgctgcggt tcgacagcag cggaaacgtg gacatggagt acgacctgaa gctgtgggtg 13 8 0 

tggcagggct cagtgcccag gctccacgac gtgggcaggt tcaacggcag cctcaggaca 1440 

gagcgcctga agatccgctg gcacacgtct gacaaccaga agcccgtgtc ccggtgctcg 15 00 

cggcagtgcc aggagggcca ggtgcgccgg gtcaaggggt tccactcctg ctgctacgac 1560 

tgtgtggact gcgaggcggg cagctaccgg caaaacccag acgacatcgc ctgcaccttt 162 0 

tgtggccagg atgagtggtc cccggagcga agcacacgct gcttccgccg caggtctcgg 1680 

ttcctggcat ggggcgagcc ggctgtgctg ctgctgctcc tgctgctgag cctggcgctg 1740 

ggccttgtgc tggctgcttt ggggctgttc gttcaccatc gggacagccc actggttcag 1800 

gcctcggggg ggcccctggc ctgctttggc ctggtgtgcc tgggcctggt ctgcctcagc 1860 

gtcctcctgt tccctggcca gcccagccct gcccgatgcc tggcccagca gcccttgtcc 1920 

cacctcccgc tcacgggctg cctgagcaca ctcttcctgc aggcggccga gatcttcgtg 1980 

gagtcagaac tgcctctgag ctgggcagac cggctgagtg gctgcctgcg ggggccctgg 2 04 0 

gcctggctgg tggtgctgct ggccatgctg gtggaggtcg cactgtgcac ctggtacctg 2100 

gtggccttcc cgccggaggt ggtgacggac tggcacatgc tgcccacgga ggcgctggtg 2160 

cactgccgca cacgctcctg ggtcagcttc ggcctagcgc acgccaccaa tgccacgctg 2220 

gcctttctct gcttcctggg cactttcctg gtgcggagcc agccgggctg ctacaaccgt 2280 

gcccgtggcc tcacctttgc catgctggcc tacttcatca cctgggtctc ctttgtgccc 2340 

ctcctggcca atgtgcaggt ggtcctcagg cccgccgtgc agatgggcgc cctcctgctc 2400 

tgtgtcctgg gcatcctggc tgccttccac ctgcccaggt gttacctgct catgcggcag 2460 

ccagggctca acacccccga gttcttcctg ggagggggcc ctggggatgc ccaaggccag 2520 

aatgacggga acacaggaaa tcaggggaaa catgagtga 2 55 9 



<210> 15 
<211> 852 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human T1R3 G-protein coupled receptor sweet taste 
receptor 

<400> 15 

Met Leu Gly Pro Ala Val Leu Gly Leu Ser Leu Trp Ala Leu Leu His 
15 10 15 

Pro Gly Thr Gly Ala Pro Leu Cys Leu Ser Gin Gin Leu Arg Met Lys 
20 25 30 

Gly Asp Tyr Val Leu Gly Gly Leu Phe Pro Leu Gly Glu Ala Glu Glu 
35 40 45 

Ala Gly Leu Arg Ser Arg Thr Arg Pro Ser Ser Pro Val Cys Thr Arg 
50 55 60 

Phe Ser Ser Asn Gly Leu Leu Trp Ala Leu Ala Met Lys Met Ala Val 
65 70 75 80 

Glu Glu lie Asn Asn Lys Ser Asp Leu Leu Pro Gly Leu Arg Leu Gly 
85 90 95 
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Tyr Asp Leu Phe 
100 

Ser Leu Met Phe 
115 

Cys Asn Tyr Thr 
130 

His Ser Ser Glu 
145 

Leu Met Pro Gin 



Arg Glu Thr Phe 
180 

Gin Leu Thr Ala 
195 

Val Ala Ala Leu 
210 

lie Phe Ser Ala 
225 

Gly Leu Val Pro 



Gin Asp Val Leu 
260 

Leu Phe Ala Ser 
275 

Ser Ser Arg Leu 
290 

Thr Ser Asp Leu 
305 

Val Leu Gly Phe 



Tyr Val Lys Thr 
340 

Ala Leu Gly Glu 
355 

Arg Cys Pro Gin 
370 

Leu Asn His His 
385 

Ala Gin Ala Leu 



Asp Thr Cys Ser 



Leu Ala Lys Ala 
120 

Gin Tyr Gin Pro 
135 

Leu Ala Met Val 
150 

Val Ser Tyr Gly 
165 

Pro Ser Phe Phe 



Ala Ala Glu Leu 
200 

Gly Ser Asp Asp 
215 

Leu Ala Ala Ala 
230 

Leu Pro Arg Ala 
245 

His Gin Val Asn 



Val His Ala Ala 
280 

Ser Pro Lys Val 
295 

Val Met Gly Leu 
310 

Leu Gin Arg Gly 
325 

His Leu Ala Leu 



Arg Glu Gin Gly 
360 

Cys Asp Cys lie 
375 

Gin Thr Phe Ser 
390 

His Asn Thr Leu 
405 



Glu Pro Val Val 
105 

Gly Ser Arg Asp 



Arg Val Leu Ala 
14 0 

Thr Gly Lys Phe 
155 

Ala Ser Met Glu 
170 

Arg Thr Val Pro 
185 

Leu Gin Glu Phe 



Glu Tyr Gly Arg 
220 

Arg Gly lie Cys 
235 

Asp Asp Ser Arg 
250 

Gin Ser Ser Val 
265 

His Ala Leu Phe 



Trp Val Ala Ser 
300 

Pro Gly Met Ala 
315 

Ala Gin Leu His 
330 

Ala Thr Asp Pro 
345 

Leu Glu Glu Asp 



Thr Leu Gin Asn 
380 

Val Tyr Ala Ala 
395 

Gin Cys Asn Ala 
410 



Ala Met Lys Pro 
110 

lie Ala Ala Tyr 
125 

Val lie Gly Pro 



Phe Ser Phe Phe 
160 

Leu Leu Ser Ala 
175 

Ser Asp Arg Val 
190 

Gly Trp Asn Trp 
205 

Gin Gly Leu Ser 



lie Ala His Glu 
240 

Leu Gly Lys Val 
255 

Gin Val Val Leu 
270 

Asn Tyr Ser lie 
285 

Glu Ala Trp Leu 



Gin Met Gly Thr 
320 

Glu Phe Pro Gin 
335 

Ala Phe Cys Ser 
350 

Val Val Gly Gin 
365 

Val Ser Ala Gly 



Val Tyr Ser Val 
400 

Ser Gly Cys Pro 
415 



26 



Ala Gin Asp Pro 
420 

Leu Thr Phe His 
435 

Asn Val Asp Met 
450 

Val Pro Arg Leu 
465 

Glu Arg Leu Lys 



Ser Arg Cys Ser 
500 

Gly Phe His Ser 
515 

Tyr Arg Gin Asn 
530 

Glu Trp Ser Pro 
545 

Phe Leu Ala Trp 



Ser Leu Ala Leu 
580 

His Arg Asp Ser 
595 

Phe Gly Leu Val 
610 

Pro Gly Gin Pro 
625 

His Leu Pro Leu 



Glu lie Phe Val 
660 

Ser Gly Cys Leu 
675 

Met Leu Val Glu 
690 

Pro Glu Val Val 
705 

His Cys Arg Thr 



Val Lys Pro Trp 



Val Gly Gly Leu 
440 

Glu Tyr Asp Leu 
455 

His Asp Val Gly 
470 

lie Arg Trp His 
485 

Arg Gin Cys Gin 



Cys Cys Tyr Asp 
520 

Pro Asp Asp lie 
535 

Glu Arg Ser Thr 
550 

Gly Glu Pro Ala 
565 

Gly Leu Val Leu 



Pro Leu Val Gin 
600 

Cys Leu Gly Leu 
615 

Ser Pro Ala Arg 
630 

Thr Gly Cys Leu 
645 

Glu Ser Glu Leu 



Arg Gly Pro Trp 
680 

Val Ala Leu Cys 
695 

Thr Asp Trp His 
710 

Arg Ser Trp Val 
725 



Gin Leu Leu Glu 
425 

Pro Leu Arg Phe 



Lys Leu Trp Val 
460 

Arg Phe Asn Gly 
475 

Thr Ser Asp Asn 
490 

Glu Gly Gin Val 
505 

Cys Val Asp Cys 



Ala Cys Thr Phe 
540 

Arg Cys Phe Arg 
555 

Val Leu Leu Leu 
570 

Ala Ala Leu Gly 
585 

Ala Ser Gly Gly 



Val Cys Leu Ser 
620 

Cys Leu Ala Gin 
635 

Ser Thr Leu Phe 
650 

Pro Leu Ser Trp 
665 

Ala Trp Leu Val 



Thr Trp Tyr Leu 
700 

Met Leu Pro Thr 
715 

Ser Phe Gly Leu 
730 



Asn Met Tyr Asn 
430 

Asp -Ser Ser Gly 
445 

Trp Gin Gly Ser 



Ser Leu Arg Thr 
480 

Gin Lys Pro Val 
495 

Arg Arg Val Lys 
510 

Glu Ala Gly Ser 
525 

Cys Gly Gin Asp 



Arg Arg Ser Arg 
560 

Leu Leu Leu Leu 
575 

Leu Phe Val His 
590 

Pro Leu Ala Cys 
605 

Val Leu Leu Phe 



Gin Pro Leu Ser 
640 

Leu Gin Ala Ala 
655 

Ala Asp Arg Leu 
670 

Val Leu Leu Ala 
685 

Val Ala Phe Pro 



Glu Ala Leu Val 
720 

Ala His Ala Thr 
735 
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Asn Ala Thr Leu 
740 

Ser Gin Pro Gly 
755 

Leu Ala Tyr Phe 
770 

Val Gin Val Val 
785 

Cys Val Leu Gly 



Leu Met Arg Gin 
820 

Gly Pro Gly Asp 
835 

Gly Lys His Glu 
850 



Ala Phe Leu Cys 



Cys Tyr Asn Arg 
760 

He Thr Trp Val 
775 

Leu Arg Pro Ala 
790 

He Leu Ala Ala 
805 

Pro Gly Leu Asn 



Ala Gin Gly Gin 
840 



Phe Leu Gly Thr 
745 

Ala Arg Gly Leu 



Ser Phe Val Pro 
780 

Val Gin Met Gly 
795 

Phe His Leu Pro 
810 

Thr Pro Glu Phe 
825 

Asn Asp Gly Asn 



Phe Leu Val Arg 
750 

Thr Phe Ala Met 
765 

Leu Leu Ala Asn 



Ala Leu Leu Leu 
800 

Arg Cys Tyr Leu 
815 

Phe Leu Gly Gly 
830 

Thr Gly Asn Gin 
845 



<210> 16 

<211> 3240 

<212> DNA 

<213> Mus sp. 

<220> 

<223> mouse Sac non taster 129 T1R3 G-protein coupled 
receptor sweet taste receptor genomic sequence 



<400> 16 

acatctgtgg 

catgccagct 

ggcctctttg 

atttcccctg 

cctgtgtaac 

ttggctccgt 

ggttctcacc 

acaatggatc 

ccgagccagt 

gcattgctgc 

cccactcatc 

aggtgagccc 

aagtgcttct 

ggaaacgttt 

tgtgactctg 

ctatggccgg 

cgcacatgag 

ggatgtgcta 

ccgtgctgtc 

ggtggccagt 

tgtgggcact 

tgtggagact 

gttggatctg 

gcagaaccta 

atttgcaacc 

caatgtctca 



ctccaacccc 
ttggctatca 
tgtctgtcac 
ggctcgaccg 
aggtatggag 
ggtactacca 
cctcggtttg 
tgccttgctc 
ggtcaccatg 
ctactgcaac 
agagcttgcc 
acttcctttg 
tgatcaccac 
ccatccttct 
ttgcagaact 
gaaggtctga 
ggcctggtgc 
cgccaagtga 
tactcccttt 
gagtcttggc 
gtgcttgggt 
caccttgccc 
gaggaacatg 
tcatctgggc 
tatgcagctg 
cattgccacg 



acacacccat 
tgggtctcag 
agcaattcaa 
aggaggccac 
gctagtagct 
atctggggaa 
ttcctggcca 
cctgggctgc 
aaatccagtc 
tacacacagt 
ctcattacag 
tgttctcaac 
aggtcagcta 
tccgcacagt 
tcagctggaa 
gcatcttttc 
cacaacatga 
accaaagtaa 
ttagttacag 
tgacatctga 
ttttgcagcg 
tggccgctga 
tgatggggca 
tgttgcagaa 
tgtacagtgt 
tatcagaaca 



ctattgttag 
cctggctgct 
ggcacaaggg 
tctcaaccag 
ggggtgggag 
ggggtggtga 
tggctatgaa 
ggctgggcta 
tcatgttcct 
accaaccccg 
gcaagttctt 
cgattgcacc 
tagcgccagc 
gcccagtgac 
ctgggtggcc 
tagtctggcc 
cactagtggc 
agtacaagtg 
catccatcat 
cctggtcatg 
gggtgcccta 
cccagcattc 
acgctgtcca 
cctatcagct 
ggctcaagcc 
tgttctaccc 



tgctggagac 
ttcctggagc 
gactacatac 
agagcacaac 
tgaaccgaag 
tcagtttcca 
gatggctgtg 
tgacctattt 
ggccaaggtg 
tgtgctggct 
cagcttcttc 
cattgagctc 
atggatcggc 
cgggtgcagc 
gccttaggga 
aatgcacgag 
caacagttgg 
gtggtgctgt 
ggcctctcac 
acacttccca 
ctgcctgaat 
tgtgcctcac 
cagtgtgacg 
gggcaattgc 
cttcacaaca 
tggcaggtaa 



ttctacctac 
ttgggatggg 

tgggcgggct 

ccaacagcac 
cttggcagct 
tgtggcctca 
gaggagatca 
gacacatgct 
ggcagtcaaa 
gtcatcggcc 
ctcatgccac 
tcacatcaga 
taagtgaccg 
tgcaggcagt 
gtgatgatga 
gtatctgcat 
gcaaggtgct 
ttgcctctgc 
ccaaggtatg 
atattgcccg 
tttcccatta 
tgaatgcgga 
acatcatgct 
accaccaaat 
ccctacagtg 
gggtagggtt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 
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ttttgctggg 
gtgactggag 
gagtttccat 
atatgacctg 
cttcaacggc 
gacaagacag 
aaggggaggc 
tgcaaagatg 
gactgcaagg 
cacagccggg 
tgtggagaca 
cattactttt 
ccagtggtcc 
gggggagcca 
ggctgctctg 
ctcacagttc 
cccaggacgg 
cacaggctgc 
gccactgagc 
ggtactgttg 
accagaggtg 
gcgttcctgg 
ctttctgggc 
caccttcgcc 
tgtgcaggtg 
catcctggtc 
cacccaggag 
tggtgaggca 



ttttgcctgc 
aggccttacc 
gctcgagact 
aagatgtggg 
acccttcagc 
gcaaaaagga 
ctaacccaag 
gccaggttcg 
cgggcagcta 
ctagggggca 
gttactgtgg 
cttccttcca 
ccagagaaaa 
gttgtgctgt 
gggctctctg 
tgctttggcc 
ccaagctctg 
ctgagcacac 
tgggcaaact 
gccacttttg 
gtgacagact 
gtcagcctgg 
actttcctgg 
atgctagctt 
gcctaccagc 
accttccacc 
ttcttcctgg 
gctcaggaac 



tcctgcagga 
ctgactccac 
tgacactaca 
tgtggcagag 
tgcagcagtc 
tggtgggtag 
gctccatgtc 
ccgagtaaag 
ccggaagcat 
gaagcattca 
gggctggctg 
tcactacaga 
gcacagcctg 
cactcctcct 
tccaccactg 
tgatctgcct 
ccagctgcct 
tcttcctgca 
ggctatgcag 
tggaggcagc 
ggtcagtgct 
gcttggtgca 
tacagagcca 
atttcatcac 
cagctgtgca 
tgcccaagtg 
gaaggaatgc 
acaatgaatg 



acactgaacc 
tccacagctc 
gtttgatgct 
ccctacacct 
taaaatgtac 
aagcttgtcg 
caggtgccag 
ggctttcatt 
ccaggtgaac 
agtctggcaa 
gggaggtcgg 
tgacttcacc 
cttacctcgc 
gctgctttgc 
ggacagccct 
aggcctcttc 
tgcacaacaa 
agcagctgag 
ctaccttcgg 
actatgtgcc 
gcccacagag 
catcaccaat 
gcctggccgc 
ctgggtctct 
gatgggtgct 
ctatgtgctt 
caagaaagca 
accactgacc 



aggcagagcc 
ctggagaaca 
gaagggaatg 
gtattacata 
tggccaggca 
gtcttgggcc 
tctcccagtg 
cctgctgcta 
cgtcttccct 
gcgccctccc 
tctcccatca 
tgtactccat 
aggcccaagt 
ctggtgctgg 
cttgtccagg 
tgcctcagtg 
ccaatggctc 
acctttgtgg 
ggactctggg 
tggtatttga 
gtactggagc 
gcaatgttag 
tacaaccgtg 
tttgtgcccc 
atcctagtct 
ctttggctgc 
gcagatgaga 
cgtgaccttc 



aaatcatgtt 
tgtacaatat 
tagacatgga 
ctgtgggcac 
accaggtaag 
agtgctagcc 
ttcccgccag 
tgactgcgtg 
agacagtctg 
gcggggctaa 
gcagacccca 
gtaaccagga 
ttctggcttg 
gtctagcact 
cctcaggcgg 
tccttctgtt 
acctccctct 
agtctgagct 
cctggctagt 
ccgctttccc 
actgccacgt 
ctttcctctg 
cccgtggtct 
tcctggccaa 
gtgccctggg 
caaagctcaa 
acagtggcgg 
cctttaggga 



1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 



<210> 17 

<211> 2577 

<212> DNA 

<213> Mus sp. 

<220> 

<223> mouse Sac non taster 12 9 T1R3 G-protein coupled 
receptor sweet taste receptor CDS 



<400> 17 

atgccagctt 

gcctctttgt 

tttcccctgg 

ctgtgtaaca 

gaggagatca 

gacacatgct 

ggcagtcaaa 

gtcatcggcc 

ctcatgccac 

ccatccttct 

ttgcagaact 

gaaggtctga 

ggcctggtgc 

cgccaagtga 

tactcccttt 

gagtcttggc 

gtgcttgggt 

caccttgccc 

gaggaacatg 

tcatctgggc 

tatgcagctg 



tggctatcat 
gtctgtcaca 
gctcgaccga 
ggttctcacc 
acaatggatc 
ccgagccagt 
gcattgctgc 
cccactcatc 
aggtcagcta 
tccgcacagt 
tcagctggaa 
gcatcttttc 
cacaacatga 
accaaagtaa 
ttagttacag 
tgacatctga 
ttttgcagcg 
tggccgctga 
tgatggggca 
tgttgcagaa 
tgtacagtgt 



gggtctcagc 
gcaattcaag 
ggaggccact 
cctcggtttg 
tgccttgctc 
ggtcaccatg 
ctactgcaac 
agagcttgcc 
tagcgccagc 
gcccagtgac 
ctgggtggcc 
tagtctggcc 
cactagtggc 
agtacaagtg 
catccatcat 
cctggtcatg 
gggtgcccta 
cccagcattc 
acgctgtcca 
cctatcagct 
ggctcaagcc 



ctggctgctt 
gcacaagggg 
ctcaaccaga 
ttcctggcca 
cctgggctgc 
aaatccagtc 
tacacacagt 
ctcattacag 
atggatcggc 
cgggtgcagc 
gccttaggga 
aatgcacgag 
caacagttgg 
gtggtgctgt 
ggcctctcac 
acacttccca 
ctgcctgaat 
tgtgcctcac 
cagtgtgacg 
gggcaattgc 
cttcacaaca 



tcctggagct 
actacatact 
gagcacaacc 
tggctatgaa 
ggctgggcta 
tcatgttcct 
accaaccccg 
gcaagttctt 
taagtgaccg 
tgcaggcagt 
gtgatgatga 
gtatctgcat 
gcaaggtgct 
ttgcctctgc 
ccaaggtatg 
atattgcccg 
tttcccatta 
tgaatgcgga 
acatcatgct 
accaccaaat 
ccctacagtg 



tgggatgggg 
gggcgggcta 
caacagcacc 
gatggctgtg 
tgacctattt 
ggccaaggtg 
tgtgctggct 
cagcttcttc 
ggaaacgttt 
tgtgactctg 
ctatggccgg 
cgcacatgag 
ggatgtgcta 
ccgtgctgtc 
ggtggccagt 
tgtgggcact 
tgtggagact 
gttggatctg 
gcagaaccta 
atttgcaacc 
caatgtctca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 
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cattgccacg 
agtttccatg 
tatgacctga 
ttcaacggca 
gtctcccagt 
tcctgctgct 
ttcacctgta 
cctcgcaggc 
ctttgcctgg 
agccctcttg 
ctcttctgcc 
caacaaccaa 
gctgagacct 
cttcggggac 
tgtgcctggt 
acagaggtac 
accaatgcaa 
ggccgctaca 
gtctcttttg 
ggtgctatcc 
gtgcttcttt 
aaagcagcag 



tatcagaaca 
ctcgagactt 
agatgtgggt 
cccttcagct 
gttcccgcca 
atgactgcgt 
ctccatgtaa 
ccaagtttct 
tgctgggtct 
tccaggcctc 
tcagtgtcct 
tggctcacct 
ttgtggagtc 
tctgggcctg 
atttgaccgc 
tggagcactg 
tgttagcttt 
accgtgcccg 
tgcccctcct 
tagtctgtgc 
ggctgccaaa 
atgagaacag 



tgttctaccc 
gacactacag 
gtggcagagc 
gcagcagtct 
gtgcaaagat 
ggactgcaag 
ccaggaccag 
ggcttggggg 
agcactggct 
aggcggctca 
tctgttccca 
ccctctcaca 
tgagctgcca 
gctagtggta 
tttcccacca 
ccacgtgcgt 
cctctgcttt 
tggtctcacc 
ggccaatgtg 
cctgggcatc 
gctcaacacc 
tggcggtggt 



tggcagctcc 
tttgatgctg 
cctacacctg 
aaaatgtact 
ggccaggttc 
gcgggcagct 
tggtccccag 
gagccagttg 
gctctggggc 
cagttctgct 
ggacggccaa 
ggctgcctga 
ctgagctggg 
ctgttggcca 
gaggtggtga 
tcctgggtca 
ctgggcactt 
ttcgccatgc 
caggtggcct 
ctggtcacct 
caggagttct 
gaggcagctc 



tggagaacat 
aagggaatgt 
tattacatac 
ggccaggcaa 
gccgagtaaa 
accggaagca 
agaaaagcac 
tgctgtcact 
tctctgtcca 
ttggcctgat 
gctctgccag 
gcacactctt 
caaactggct 
cttttgtgga 
cagactggtc 
gcctgggctt 
tcctggtaca 
tagcttattt 
accagccagc 
tccacctgcc 
tcctgggaag 
aggaacacaa 



gtacaatatg 
agacatggaa 
tgtgggcacc 
ccaggtgcca 
gggctttcat 
tccagatgac 
agcctgctta 
cctcctgctg 
ccactgggac 
ctgcctaggc 
ctgccttgca 
cctgcaagca 
atgcagctac 
ggcagcacta 
agtgctgccc 
ggtgcacatc 
gagccagcct 
catcacctgg 
tgtgcagatg 
caagtgctat 
gaatgccaag 
tgaatga 



1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2577 



<210> 18 

<211> 858 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse Sac non taster 12 9 T1R3 G-protein coupled 
receptor sweet taste receptor 

<400> 18 

Met Pro Ala Leu Ala lie Met Gly Leu Ser Leu Ala Ala Phe Leu Glu 
15 10 15 

Leu Gly Met Gly Ala Ser Leu Cys Leu Ser Gin Gin Phe Lys Ala Gin 
20 25 30 

Gly Asp Tyr lie Leu Gly Gly Leu Phe Pro Leu Gly Ser Thr Glu Glu 
35 40 45 

Ala Thr Leu Asn Gin Arg Ala Gin Pro Asn Ser Thr Leu Cys Asn Arg 
50 55 60 

Phe Ser Pro Leu Gly Leu Phe Leu Ala Met Ala Met Lys Met Ala Val 
65 70 75 80 

Glu Glu lie Asn Asn Gly Ser Ala Leu Leu Pro Gly Leu Arg Leu Gly 
85 90 95 

Tyr Asp Leu Phe Asp Thr Cys Ser Glu Pro Val Val Thr Met Lys Ser 
100 105 110 

Ser Leu Met Phe Leu Ala Lys Val Gly Ser Gin Ser lie Ala Ala Tyr 
115 120 125 

Cys Asn Tyr Thr Gin Tyr Gin Pro Arg Val Leu Ala Val lie Gly Pro 
13 0 13 5 14 0 



30 



7 



His Ser Ser Glu 
145 

Leu Met Pro Gin 



Arg Glu Thr Phe 
180 

Gin Leu Gin Ala 
195 

Val Ala Ala Leu 
210 

lie Phe Ser Ser 
225 

Gly Leu Val Pro 



Leu Asp Val Leu 
260 

Leu Phe Ala Ser 
275 

His His Gly Leu 
290 

Thr Ser Asp Leu 
305 

Val Leu Gly Phe 



Tyr Val Glu Thr 
340 

Ser Leu Asn Ala 
355 

Cys Pro Gin Cys 
370 

Leu Gin Asn Leu 
385 

Tyr Ala Ala Val 



Cys Asn Val Ser 
420 

Leu Leu Glu Asn 
435 

Leu Gin Phe Asp 
450 



Leu Ala Leu lie 
150 

Val Ser Tyr Ser 
165 

Pro Ser Phe Phe 



Val Val Thr Leu 
200 

Gly Ser Asp Asp 
215 

Leu Ala Asn Ala 
230 

Gin His Asp Thr 
245 

Arg Gin Val Asn 



Ala Arg Ala Val 
280 

Ser Pro Lys Val 
295 

Val Met Thr Leu 
310 

Leu Gin Arg Gly 
325 

His Leu Ala Leu 



Glu Leu Asp Leu 
360 

Asp Asp lie Met 
375 

Ser Ala Gly Gin 
390 

Tyr Ser Val Ala 
405 

His Cys His Val 



Met Tyr Asn Met 
440 

Ala Glu Gly Asn 
455 



Thr Gly Lys Phe 
155 

Ala Ser Met Asp 
170 

Arg Thr Val Pro 
185 

Leu Gin Asn Phe 



Asp Tyr Gly Arg 
220 

Arg Gly lie Cys 
235 

Ser Gly Gin Gin 
250 

Gin Ser Lys Val 
265 

Tyr Ser Leu Phe 



Trp Val Ala Ser 
300 

Pro Asn lie Ala 
315 

Ala Leu Leu Pro 
330 

Ala Ala Asp Pro 
345 

Glu Glu His Val 



Leu Gin Asn Leu 
380 

Leu His His Gin 
395 

Gin Ala Leu His 
410 

Ser Glu His Val 
425 

Ser Phe His Ala 



Val Asp Met Glu 
460 



Phe Ser Phe Phe 
160 

Arg Leu Ser Asp 
175 

Ser Asp Arg Val 
190 

Ser Trp Asn Trp 
205 

Glu Gly Leu Ser 



lie Ala His Glu 
240 

Leu Gly Lys Val 
255 

Gin Val Val Val 
270 

Ser Tyr Ser lie 
285 

Glu Ser Trp Leu 



Arg Val Gly Thr 
320 

Glu Phe Ser His 
335 

Ala Phe Cys Ala 
350 

Met Gly Gin Arg 
365 

Ser Ser Gly Leu 



lie Phe Ala Thr 
400 

Asn Thr Leu Gin 
415 

Leu Pro Trp Gin 
430 

Arg Asp Leu Thr 
445 

Tyr Asp Leu Lys 
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Met Trp Val Trp 
465 

Phe Asn Gly Thr 



Asn Gin Val Pro 
500 

Val Arg Arg Val 
515 

Cys- Lys Ala Gly 
530 

Pro Cys Asn Gin 
545 

Pro Arg Arg Pro 



Leu Leu Leu Leu 
580 

Gly Leu Ser Val 
595 

Gly Ser Gin Phe 
610 

Ser Val Leu Leu 
625 

Gin Gin Pro Met 



Phe Leu Gin Ala 
660 

Trp Ala Asn Trp 
675 

Val Val Leu Leu 
690 

Leu Thr Ala Phe 
705 

Thr Glu Val Leu 



Leu Val His lie 
740 

Thr Phe Leu Val 
755 

Leu Thr Phe Ala 
770 



Gin Ser Pro Thr 
470 

Leu Gin Leu Gin 
485 

Val Ser Gin Cys 



Lys Gly Phe His 
520 

Ser Tyr Arg Lys 
535 

Asp Gin Trp Ser 
550 

Lys Phe Leu Ala 
565 

Leu Cys Leu Val 



His His Trp Asp 
600 

Cys Phe Gly Leu 
615 

Phe Pro Gly Arg 
630 

Ala His Leu Pro 
645 

Ala Glu Thr Phe 



Leu Cys Ser Tyr 
680 

Ala Thr Phe Val 
695 

Pro Pro Glu Val 
710 

Glu His Cys His 
725 

Thr Asn Ala Met 



Gin Ser Gin Pro 
760 

Met Leu Ala Tyr 
775 



Pro Val Leu His 
475 

Gin Ser Lys Met 
490 

Ser Arg Gin Cys 
505 

Ser Cys Cys Tyr 



His Pro Asp Asp 
540 

Pro Glu Lys Ser 
555 

Trp Gly Glu Pro 
570 

Leu Gly Leu Ala 
585 

Ser Pro Leu Val 



lie Cys Leu Gly 
620 

Pro Ser Ser Ala 
635 

Leu Thr Gly Cys 
650 

Val Glu Ser Glu 
665 

Leu Arg Gly Leu 



Glu Ala Ala Leu 
700 

Val Thr Asp Trp 
715 

Val Arg Ser Trp 
730 

Leu Ala Phe Leu 
745 

Gly Arg Tyr Asn 



Phe lie Thr Trp 
780 



Thr Val Gly Thr 
480 

Tyr Trp Pro Gly 
495 

Lys Asp Gly Gin 
510 

Asp Cys Val Asp 
525 

Phe Thr Cys Thr 



Thr Ala Cys Leu 
560 

Val Val Leu Ser 
575 

Leu Ala Ala Leu 
590 

Gin Ala Ser Gly 
605 

Leu Phe Cys Leu 



Ser Cys Leu Ala 
640 

Leu Ser Thr Leu 
655 

Leu Pro Leu Ser 
670 

Trp Ala Trp Leu 
685 

Cys Ala Trp Tyr 



Ser Val Leu Pro 
720 

Val Ser Leu Gly 
735 

Cys Phe Leu Gly 
750 

Arg Ala Arg Gly 
765 

Val Ser Phe Val 
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Pro Leu Leu Ala 
785 

Gly Ala lie Leu 



Pro Lys Cys Tyr 
820 

Phe Phe Leu Gly 
835 

Gly Gly Glu Ala 
850 



Asn Val Gin Val 
790 

Val Cys Ala Leu 
805 

Val Leu Leu Trp 



Arg Asn Ala Lys 
840 

Ala Gin Glu His 
855 



Ala Tyr Gin Pro 
795 

Gly lie Leu Val 
810 

Leu Pro Lys Leu 
825 

Lys Ala Ala Asp 



Asn Glu 



Ala Val Gin Met 
800 

Thr Phe His Leu 
815 

Asn Thr Gin Glu 
830 

Glu Asn Ser Gly 
845 



<210> 19 

<211> 2577 

<212> DNA 

<213> Mus sp. 

<220> 

<223> mouse Sac taster SWR T1R3 G-protein coupled 
receptor sweet taste receptor CDS 



<400> 19 

atgccagctt 

gcctctttgt 

tttcccctgg 

ctgtgtaaca 

gaggagatca 

gacacatgct 

ggcagtcaaa 

gtcatcggcc 

ctcatgccac 

ccatccttct 

ttgcagaact 

gaaggtctga 

ggcctggtgc 

tgccaagtga 

tactcccttt 

gagtcttggc 

gtgcttgggt 

caccttgccc 

gaggaacatg 

tcatctgggc 

tatgcagctg 

cattgccatg 

agtttccatg 

tatgacctga 

ttcaacggca 

gtctcccagt 

tcctgctgct 

ttcacctgta 

cctcgcaggc 

ctttgcctgg 

agccctcttg 

ctcttctgcc 

caacaaccaa 

gctgagacct 

cttcggggac 



tggctatcat 
gtctgtcaca 
gctcaaccga 
ggttctcacc 
acaatggatc 
ccgagccagt 
gcattgctgc 
cccactcatc 
aggtcagcta 
tccgcacagt 
tcagctggaa 
gcatcttttc 
cacaacatga 
accaaagtaa 
ttagttacag 
tgacatctga 
ttttgcagcg 
tggccgctga 
tgatggggca 
tgttgcagaa 
tgtacagtgt 
tatcagaaca 
ctcgagactt 
agatgtgggt 
cccttcagct 
gttcccgcca 
atgactgcgt 
ctccatgtaa 
ccaagtttct 
tgctgggtct 
tccaggcctc 
tcagtgtcct 
tggctcacct 
ttgtggagtc 
tctgggcctg 



gggtctcagc 
gcaattcaag 
ggaggccact 
cctcggtttg 
tgccttgctc 
ggtcaccatg 
ctactgcaac 
agagcttgcc 
tagcgccagc 
gcccagtgac 
ctgggtggcc 
tagtctggcc 
cactagtggc 
agtacaagtg 
catccatcat 
cctggtcatg 
gggtgcccta 
cccagcattc 
acgctgtcca 
cctatcagct 
ggctcaagcc 
tgttctaccc 
gacactacag 
gtggcagagc 
gcagcagtct 
gtgcaaagat 
ggactgcaag 
ccaggaccag 
ggcttggggg 
agcactggct 
aggcggctca 
tctgttccca 
ccctctcaca 
tgagctgcca 
gctagtggta 



ctggctgctt 
gcacaagggg 
ctcaaccaga 
ttcctggcca 
cctgggctgc 
aaatccagtc 
tacacacagt 
ctcattacag 
atggatcggc 
cgggtgcagc 
gccttaggga 
aatgcacgag 
caacagttgg 
gtggtgctgt 
ggcctctcac 
acacttccca 
ctgcctgaat 
tgtgcctcac 
cagtgtgacg 
gggcaattgc 
cttcacaaca 
tggcagctcc 
tttgatgctg 
cctacacctg 
aaaatgtact 
ggccaggttc 
gcgggcagct 
tggtccccag 
gagccagttg 
gctctggggc 
cagttctgct 
ggacggccaa 
ggctgcctga 
ctgagctggg 
ctgtcggcca 



tcctggagct 
actacatact 
gaacacaacc 
tggctatgaa 
ggctgggcta 
tcatgttcct 
accaaccccg 
gcaagttctt 
taagtgaccg 
tgcaggcagt 
gtgatgatga 
gtatctgcat 
gcaaggtgct 
ttgcctctgc 
ccaaggtatg 
atattgcccg 
tttcccatta 
tgaatgcgga 
acatcatgct 
accaccaaat 
ccctacagtg 
tggagaacat 

aagggaatgt 

tattacatac 
ggccaggcaa 
gccgagtaaa 
accggaagca 
agaaaagcac 
tgctgtcact 
tctctgtcca 
ttggcctgat 
gctctgccag 
gcacactctt 
caaactggct 
cttttgtgga 



tgggatgggg 
gggcgggcta 
caacagcatc 
gatggctgtg 
tgacctattt 
ggccaaggtg 
tgtgctggct 
cagcttcttc 
ggaaacgttt 
tgtgactctg 
ctatggccgg 
cgcacatgag 
ggatgtgcta 
ccgtgctgtc 
ggtggccagt 
tgtgggcact 
tgtggagact 
gttggatctg 
gcagaaccta 
atttgcaacc 
caatgtctca 
gtacaatatg 
agacatggaa 
tgtgggcacc 
ccaggtgcca 
gggctttcat 
tccagatgac 
agcctgctta 
cctcctgctg 
ccactgggac 
ctgcctaggc 
ctgccttgca 
cctgcaagca 
atgcagctac 
ggcagcacta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 
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tgtgcctggt 
acagaggtac 
accaatgcaa 
ggccgctaca 
gtctcttttg 
ggtgctatcc 
gtgcttcttt 
aaagcagcag 



atttgaccgc 
tggagcactg 
tgttagcttt 
accgtgcccg 
tgcccctcct 
tagtctgtgc 
ggctgccaaa 
atgagaacag 



tttcccacca 
ccacgtgcgt 
cctctgcttt 
tggtctcacc 
ggccaatgtg 
cctgggcatc 
gctcaacacc 
tggcggtggt 



gaggtggtga 
tcctgggtca 
ctgggcactt 
ttcgccatgc 
caggtggcct 
ctggtcacct 
caggagttct 
gaggcagctc 



cagactggtc 
gcctgggctt 
tcctggtaca 
tagcttattt 
accagccagc 
tccacctgcc 
tcctgggaag 
aggaacacaa 



agtgctgccc 2160 
ggtgcacatc 2220 
gagccagcct 2280 
catcacctgg 2340 
tgtgcagatg 2400 
caagtgctat 2460 
gaatgccaag 2520 
tgaatga 2577 



<210> 20 

<211> 858 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse Sac taster SWR T1R3 G-protein coupled 
receptor sweet taste receptor 

<400> 20 

Met Pro Ala Leu Ala lie Met Gly Leu Ser Leu Ala Ala Phe Leu Glu 
15 10 15 

Leu Gly Met Gly Ala Ser Leu Cys Leu Ser Gin Gin Phe Lys Ala Gin 
20 25 30 

Gly Asp Tyr lie Leu Gly Gly Leu Phe Pro Leu Gly Ser Thr Glu Glu 
35 40 45 

Ala Thr Leu Asn Gin Arg Thr Gin Pro Asn Ser lie Leu Cys Asn Arg 
50 55 60 

Phe Ser Pro Leu Gly Leu Phe Leu Ala Met Ala Met Lys Met Ala Val 
65 70 75 80 

Glu Glu lie Asn Asn Gly Ser Ala Leu Leu Pro Gly Leu Arg Leu Gly 
85 90 95 

Tyr Asp Leu Phe Asp Thr Cys Ser Glu Pro Val Val Thr Met Lys Ser 
100 105 110 

Ser Leu Met Phe Leu Ala Lys Val Gly Ser Gin Ser lie Ala Ala Tyr 
115 120 125 

Cys Asn Tyr Thr Gin Tyr Gin Pro Arg Val Leu Ala Val lie Gly Pro 
13 0 13 5 14 0 

His Ser Ser Glu Leu Ala Leu lie Thr Gly Lys Phe Phe Ser Phe Phe 
145 150 155 160 

Leu Met Pro Gin Val Ser Tyr Ser Ala Ser Met Asp Arg Leu Ser Asp 
165 170 175 

Arg Glu Thr Phe Pro Ser Phe Phe Arg Thr Val Pro Ser Asp Arg Val 
180 185 190 

Gin Leu Gin Ala Val Val Thr Leu Leu Gin Asn Phe Ser Trp Asn Trp 
195 200 205 

Val Ala Ala Leu Gly Ser Asp Asp Asp Tyr Gly Arg Glu Gly Leu Ser 
210 215 220 
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lie Phe Ser Ser 
225 

Gly Leu Val Pro 



Leu Asp Val Leu 
260 

Leu Phe Ala Ser 
275 

His His Gly Leu 
290 

Thr Ser Asp Leu 
305 

Val Leu Gly Phe 



Tyr Val Glu Thr 
340 

Ser Leu Asn Ala 
355 

Cys Pro Gin Cys 
370 

Leu Gin Asn Leu 
385 

Tyr Ala Ala Val 



Cys Asn Val Ser 
420 

Leu Leu Glu Asn 
435 

Leu Gin Phe Asp 
450 

Met Trp Val Trp 
465 

Phe Asn Gly Thr 



Asn Gin Val Pro 
500 

Val Arg Arg Val 
515 

Cys Lys Ala Gly 
530 



Leu Ala Asn Ala 
230 

Gin His Asp Thr 
245 

Cys Gin Val Asn 



Ala Arg Ala Val 
280 

Ser Pro Lys Val 
295 

Val Met Thr Leu 
310 

Leu Gin Arg Gly 
325 

His Leu Ala Leu 



Glu Leu Asp Leu 
360 

Asp Asp lie Met 
375 

Ser Ala Gly Gin 
390 

Tyr Ser Val Ala 
405 

His Cys His Val 



Met Tyr Asn Met 
440 

Ala Glu Gly Asn 
455 

Gin Ser Pro Thr 
470 

Leu Gin Leu Gin 
485 

Val Ser Gin Cys 



Lys Gly Phe His 
52 0 

Ser Tyr Arg Lys 
535 



Arg Gly lie Cys 
235 

Ser Gly Gin Gin 
250 

Gin Ser Lys Val 
265 

Tyr Ser Leu Phe 



Trp Val Ala Ser 
300 

Pro Asn lie Ala 
315 

Ala Leu Leu Pro 
330 

Ala Ala Asp Pro 
345 

Glu Glu His Val 



Leu Gin Asn Leu 
380 

Leu His His Gin 
395 

Gin Ala Leu His 
410 

Ser Glu His Val 
425 

Ser Phe His Ala 



Val Asp Met Glu 
460 

Pro Val Leu His 
475 

Gin Ser Lys Met 
490 

Ser Arg Gin Cys 
505 

Ser Cys Cys Tyr 



His Pro Asp Asp 
540 



lie Ala His Glu 
240 

Leu Gly Lys Val 
255 

Gin Val Val Val 
270 

Ser Tyr Ser lie 
285 

Glu Ser Trp Leu 



Arg Val Gly Thr 
320 

Glu Phe Ser His 
335 

Ala Phe Cys Ala 
350 

Met Gly Gin Arg 
365 

Ser Ser Gly Leu 



lie Phe Ala Thr 
400 

Asn Thr Leu Gin 
415 

Leu Pro Trp Gin 
430 

Arg Asp Leu Thr 
445 

Tyr Asp Leu Lys 



Thr Val Gly Thr 
480 

Tyr Trp Pro Gly 
495 

Lys Asp Gly Gin 
510 

Asp Cys Val Asp 
525 

Phe Thr Cys Thr 
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Pro Cys Asn Gin Asp Gin Trp Ser Pro Glu Lys Ser Thr Ala Cys Leu 

545 550 555 560 

Pro Arg Arg Pro Lys Phe Leu Ala Trp Gly Glu Pro Val Val Leu Ser 

565 570 575 



Leu Leu Leu Leu Leu Cys Leu Val Leu Gly Leu Ala Leu Ala Ala Leu 
580 585 590 

Gly Leu Ser Val His His Trp Asp Ser Pro Leu Val Gin Ala Ser Gly 
595 600 605 

Gly Ser Gin Phe Cys Phe Gly Leu lie Cys Leu Gly Leu Phe Cys Leu 
610 615 620 

Ser Val Leu Leu Phe Pro Gly Arg Pro Ser Ser Ala Ser Cys Leu Ala 
625 630 635 640 

Gin Gin Pro Met Ala His Leu Pro Leu Thr Gly Cys Leu Ser Thr Leu 
645 650 655 

Phe Leu Gin Ala Ala Glu Thr Phe Val Glu Ser Glu Leu Pro Leu Ser 
660 665 670 

Trp Ala Asn Trp Leu Cys Ser Tyr Leu Arg Gly Leu Trp Ala Trp Leu 
675 680 685 

Val Val Leu Ser Ala Thr Phe Val Glu Ala Ala Leu Cys Ala Trp Tyr 
690 695 700 

Leu Thr Ala Phe Pro Pro Glu Val Val Thr Asp Trp Ser Val Leu Pro 
705 710 715 720 

Thr Glu Val Leu Glu His Cys His Val Arg Ser Trp Val Ser Leu Gly 
725 730 735 

Leu Val His lie Thr Asn Ala Met Leu Ala Phe Leu Cys Phe Leu Gly 
740 745 750 

Thr Phe Leu Val Gin Ser Gin Pro Gly Arg Tyr Asn Arg Ala Arg Gly 
755 760 765 

Leu Thr Phe Ala Met Leu Ala Tyr Phe lie Thr Trp Val Ser Phe Val 
770 775 780 

Pro Leu Leu Ala Asn Val Gin Val Ala Tyr Gin Pro Ala Val Gin Met 
785 790 795 800 

Gly Ala lie Leu Val Cys Ala Leu Gly lie Leu Val Thr Phe His Leu 
805 810 815 

Pro Lys Cys Tyr Val Leu Leu Trp Leu Pro Lys Leu Asn Thr Gin Glu 
820 825 830 

Phe Phe Leu Gly Arg Asn Ala Lys Lys Ala Ala Asp Glu Asn Ser Gly 
835 840 845 

Gly Gly Glu Ala Ala Gin Glu His Asn Glu 
850 855 



36 



<210> 21 
<211> 3200 
<212> DNA 
<213> Mus sp. 



<220> 

<223> mouse Sac taster C57 T1R3 G-protein coupled 

receptor sweet taste receptor genomic sequence 



<400> 21 
cccacacacc 
tcatgggtct 
cacagcaatt 
ccgaggaggc 
gaggctagta 
ccaatctggg 
tgttcctggc 
tccctgggct 
tgaaatccag 
v actacacaca 
ccctcattac 
tgtgttctca 
acaggtcagc 
cttccgcaca 
cttcagctgg 
gagcatcttt 
gccacaacat 
gaaccaaagt 
ttttagttac 
gctgacatct 
gtttttgcag 
cctggccgct 
tgtgatgggg 
gctgttgcag 
tgtgtacagt 
cgtatcagaa 
gctcctgcag 
ccctgactcc 
cttgacacta 
ggtgtggcag 
gctgcagcag 
gatggtgggt 
aggctccatg 
cgccgagtaa 
taccggaagc 
cagaagcatt 
gggggctggc 
catcactaca 
aagcacagcc 
gtcactcctc 
tgtccaccac 
cctgatctgc 
tgccagctgc 
actcttcctg 
ctggctatgc 
tgtggaggca 
ctggtcagtg 
gggcttggtg 
ggtacagagc 
ttatttcatc 
gccagctgtg 



cacccattgt 
cagcctggct 
caaggcacaa 
cactctcaac 
gctggggtgg 
aagaggtggt 
catggctatg 
gcggctgggc 
tctcatgttc 
gtaccaaccc 
aggcaagttc 
accgattgca 
tatagtgcca 
gtgcccagtg 
aactgggtgg 
tctagtctgg 
gacactagtg 
aaagtacaag 
agcatccatc 
gacctggtca 
cggggtgccc 
gacccagcat 
caacgctgtc 
aacctatcag 
gtggctcaag 
catgttctac 
gaacactgaa 
actccacagc 
cagtttgatg 
agccctacac 
tctaaaatgt 
agaagcttgt 
tacaggtgcc 
agggctttca 
atccaggtga 
caagtctggc 
tggggaggtc 
gatgacttca 
tgcttacctc 
ctgctgcttt 
tgggacagcc 
ctaggcctct 
cttgcacaac 
caagcagctg 
agctaccttc 
gcactatgtg 
ctgcccacag 
cacatcacca 
cagcctggcc 
acctgggtct 
cagatgggtg 



tagtgctgga 
gctttcctgg 
ggggactaca 
cagagaacac 
gagtgaaccg 
gatcagtttc 
aagatggctg 
tatgacctat 
ctggccaagg 
cgtgtgctgg 
ttcagcttct 
cccattgagc 
gcatggatcg 
accgggtgca 
ccgccttagg 
ccaatgcacg 
gccaacagtt 

tggtggtgct 

atggcctctc 
tgacacttcc 
tactgcctga 
tctgtgcctc 
cacggtgtga 
ctgggcaatt 
cccttcacaa 
cctggcaggt 
ccaggcagag 
tcctggagaa 
ctgaagggaa 
ctgtattaca 
actggccagg 
cggtcttggg 
agtctcccag 
ttcctgctgc 
accgtcttcc 
aagcgccctc 
ggtctcccat 
cctgtactcc 
gcaggcccaa 
gcctggtgct 
ctcttgtcca 
tctgcctcag 
aaccaatggc 
agacctttgt 
ggggactctg 
cctggtattt 
aggtactgga 
atgcaatgtt 
gctacaaccg 
cttttgtgcc 
ctatcctagt 



gacttctacc 
agcttgggat 
tactgggcgg 
aacccaacag 
aagcttggca 
catgtggcct 
tggaggagat 
ttgacacatg 
tgggcagtca 
ctgtcatcgg 
tcctcatgcc 
tctcatatca 
gctaagtgac 
gctgcaggca 
gagtgatgat 
aggtatctgc 
gggcaaggtg 
gtttgcctct 
acccaaggta 
caatattgcc 
attttcccat 
actgaatgcg 
cgacatcatg 
gcaccaccaa 
caccctacag 
aagggtaggg 
ccaaatcttg 
catgtacaat 
tgtagacatg 
tactgtgggc 
caaccaggta 
ccagtgctag 
tgttcccgcc 
tatgactgcg 
ctagacagtc 
ccgcggggct 
cagcagaccc 
atgtaaccag 
gtttctggct 
gggtctagca 
ggcctcaggt 
tgtccttctg 
tcacctccct 
ggagtctgag 
ggcctggcta 
gatcgctttc 
gcactgccac 
agctttcctc 
tgcccgtggt 
cctcctggcc 
ctgtgccctg 



taccatgcca 

gggggcctct 

gctatttccc 
catcccgtgc 
gctttggctc 
caggttctca 
caacaatgga 
ctccgagcca 
aagcattgct 
cccccactca 
acaggtgagc 
gaaagtgctt 
cgggaaacgt 
gttgtgactc 
gactatggcc 
atcgcacatg 
ctggatgtac 
gcccgtgctg 
tgggtggcca 
cgtgtgggca 
tatgtggaga 
gagttggatc 
ctgcagaacc 
atatttgcaa 
tgcaatgtct 
ttttttgctg 
ttgtgactgg 
atgagtttcc 
gaatatgacc 
accttcaacg 
aggacaagac 
ccaaggggag 
agtgcaaaga 
tggactgcaa 
tgcacagccg 
aatgtggaga 
cacattactt 
gaccagtggt 
tggggggagc 
ctggctgctc 
ggctcacagt 
ttcccagggc 
ctcacaggct 
ctgccactga 
gtggtactgt 
ccaccagagg 
gtgcgttcct 
tgctttctgg 
ctcaccttcg 
aatgtgcagg 
ggcatcctgg 



gctttggcta 
ttgtgtctgt 
ctgggctcaa 
aacaggtatg 
cgtggtacta 
ccccttggtt 
tctgccttgc 
gtggtcacca 
gcctactgca 
tcagagcttg 
ccacttcctt 
cttgatcacc 
ttccatcctt 
tgttgcagaa 
gggaaggtct 
agggcctggt 
tacgccaagt 
tctactccct 
gtgagtcttg 
ctgtgcttgg 
ctcaccttgc 
tggaggaaca 
tatcatctgg 
cctatgcagc 
cacattgcca 
ggttttgcct 
agaggcctta 
atgctcgaga 
tgaagatgtg 
gcacccttca 
aggcaaaaag 
gcctaaccca 
tggccaggtt 
ggcgggcagc 
ggctaggggg 
cagttactgt 
ttcttccttc 
ccccagagaa 
cagttgtgct 
tggggctctc 
tctgctttgg 
ggccaagctc 
gcctgagcac 
gctgggcaaa 
tggccacttt 
tggtgacaga 
gggtcagcct 
gcactttcct 
ccatgctagc 
tggcctacca 
tcaccttcca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 
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cctgcccaag tgctatgtgc ttctttggct gccaaagctc aacacccagg 
gggaaggaat gccaagaaag cagcagatga gaacagtggc ggtggtgagg 
acacaatgaa tgaccactga 



agttcttcct 3120 
cagctcaggg 318 0 
3200 



<210> 22 

<211> 2577 

<212> DNA 

<213> Mus sp. 



<220> 

<223> mouse Sac taster C57 T1R3 G-protein coupled 
receptor sweet taste receptor CDS 



<400> 22 

atgccagctt 

gcctctttgt 

tttcccctgg 

ccgtgcaaca 

gaggagatca 

gacacatgct 

ggcagtcaaa 

gtcatcggcc 

ctcatgccac 

ccatccttct 

ttgcagaact 

gaaggtctga 

ggcctggtgc 

cgccaagtga 

tactcccttt 

gagtcttggc 

gtgcttgggt 

caccttgccc 

gaggaacatg 

tcatctgggc 

tatgcagctg 

cattgccacg 

agtttccatg 

tatgacctga 

ttcaacggca 

gtctcccagt 

tcctgctgct 

ttcacctgta 

cctcgcaggc 

ctttgcctgg 

agccctcttg 

ctcttctgcc 

caacaaccaa 

gctgagacct 

cttcggggac 

tgtgcctggt 

acagaggtac 

accaatgcaa 

ggccgctaca 

gtctcttttg 

ggtgctatcc 

gtgcttcttt 

aaagcagcag 



tggctatcat 
gtctgtcaca 
gctcaaccga 
ggttctcacc 
acaatggatc 
ccgagccagt 
gcattgctgc 
cccactcatc 
aggtcagcta 
tccgcacagt 
tcagctggaa 
gcatcttttc 
cacaacatga 
accaaagtaa 
ttagttacag 
tgacatctga 
ttttgcagcg 
tggccgctga 
tgatggggca 
tgttgcagaa 
tgtacagtgt 
tatcagaaca 
ctcgagactt 
agatgtgggt 
cccttcagct 
gttcccgcca 
atgactgcgt 
ctccatgtaa 
ccaagtttct 
tgctgggtct 
tccaggcctc 
tcagtgtcct 
tggctcacct 
ttgtggagtc 
tctgggcctg 
atttgatcgc 
tggagcactg 
tgttagcttt 
accgtgcccg 
tgcccctcct 
tagtctgtgc 
ggctgccaaa 
atgagaacag 



gggtctcagc 
gcaattcaag 
ggaggccact 
ccttggtttg 
tgccttgctc 
ggtcaccatg 
ctactgcaac 
agagcttgcc 
tagtgccagc 
gcccagtgac 
ctgggtggcc 
tagtctggcc 
cactagtggc 
agtacaagtg 
catccatcat 
cctggtcatg 
gggtgcccta 
cccagcattc 
acgctgtcca 
cctatcagct 
ggctcaagcc 
tgttctaccc 
gacactacag 
gtggcagagc 
gcagcagtct 
gtgcaaagat 
ggactgcaag 
ccaggaccag 
ggcttggggg 
agcactggct 
aggtggctca 
tctgttccca 
ccctctcaca 
tgagctgcca 
gctagtggta 
tttcccacca 
ccacgtgcgt 
cctctgcttt 
tggtctcacc 
ggccaatgtg 
cctgggcatc 
gctcaacacc 
tggcggtggt 



ctggctgctt 
gcacaagggg 
ctcaaccaga 
ttcctggcca 
cctgggctgc 
aaatccagtc 
tacacacagt 
ctcattacag 
atggatcggc 
cgggtgcagc 
gccttaggga 
aatgcacgag 
caacagttgg 
gtggtgctgt 
ggcctctcac 
acacttccca 
ctgcctgaat 
tgtgcctcac 
cggtgtgacg 
gggcaattgc 
cttcacaaca 
tggcagctcc 
tttgatgctg 
cctacacctg 
aaaatgtact 
ggccaggttc 
gcgggcagct 
tggtccccag 
gagccagttg 
gctctggggc 
cagttctgct 
gggcggccaa 
ggctgcctga 
ctgagctggg 
ctgttggcca 
gaggtggtga 
tcctgggtca 
ctgggcactt 
ttcgccatgc 
caggtggcct 
ctggtcacct 
caggagttct 
gaggcagctc 



tcctggagct 
actacatact 
gaacacaacc 
tggctatgaa 
ggctgggcta 
tcatgttcct 
accaaccccg 
gcaagttctt 
taagtgaccg 
tgcaggcagt 
gtgatgatga 
gtatctgcat 
gcaaggtgct 
ttgcctctgc 
ccaaggtatg 
atattgcccg 
tttcccatta 
tgaatgcgga 
acatcatgct 
accaccaaat 
ccctacagtg 
tggagaacat 
aagggaatgt 
tattacatac 
ggccaggcaa 
gccgagtaaa 
accggaagca 
agaaaagcac 
tgctgtcact 
tctctgtcca 
ttggcctgat 
gctctgccag 
gcacactctt 
caaactggct 
cttttgtgga 
cagactggtc 
gcctgggctt 
tcctggtaca 
tagcttattt 
accagccagc 
tccacctgcc 
tcctgggaag 
agggacacaa 



tgggatgggg 
gggcgggcta 
caacagcatc 
gatggctgtg 
tgacctattt 
ggccaaggtg 
tgtgctggct 
cagcttcttc 
ggaaacgttt 
tgtgactctg 
ctatggccgg 
cgcacatgag 
ggatgtacta 
ccgtgctgtc 
ggtggccagt 
tgtgggcact 
tgtggagact 
gttggatctg 
gcagaaccta 
atttgcaacc 
caatgtctca 
gtacaatatg 
agacatggaa 
tgtgggcacc 
ccaggtgcca 
gggctttcat 
tccagatgac 
agcctgctta 
cctcctgctg 
ccactgggac 
ctgcctaggc 
ctgccttgca 
cctgcaagca 
atgcagctac 
ggcagcacta 
agtgctgccc 
ggtgcacatc 
gagccagcct 
catcacctgg 
tgtgcagatg 
caagtgctat 
gaatgccaag 
tgaatga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2577 
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<210> 23 
<211> 858 
<212> PRT 
<213> Mus sp . 



<220> 

<223> mouse Sac taster C57 T1R3 G-protein coupled 
receptor sweet taste receptor 

<400> 23 

Met Pro Ala Leu Ala lie Met Gly Leu Ser Leu Ala Ala Phe Leu Glu 
15 10 15 

Leu Gly Met Gly Ala Ser Leu Cys Leu Ser Gin Gin Phe Lys Ala Gin 
20 25 30 

Gly Asp Tyr lie Leu Gly Gly Leu Phe Pro Leu Gly Ser Thr Glu Glu 
35 40 45 

Ala Thr Leu Asn Gin Arg Thr Gin Pro Asn Ser lie Pro Cys Asn Arg 
50 55 60 

Phe Ser Pro Leu Gly Leu Phe Leu Ala Met Ala Met Lys Met Ala Val 
65 70 75 80 

Glu Glu lie Asn Asn Gly Ser Ala Leu Leu Pro Gly Leu Arg Leu Gly 
85 90 95 

Tyr Asp Leu Phe Asp Thr Cys Ser Glu Pro Val Val Thr Met Lys Ser 
100 105 110 

Ser Leu Met Phe Leu Ala Lys Val Gly Ser Gin Ser lie Ala Ala Tyr 
115 120 125 

Cys Asn Tyr Thr Gin Tyr Gin Pro Arg Val Leu Ala Val lie Gly Pro 
130 135 140 

His Ser Ser Glu Leu Ala Leu lie Thr Gly Lys Phe Phe Ser Phe Phe 
145 150 155 160 

Leu Met Pro Gin Val Ser Tyr Ser Ala Ser Met Asp Arg Leu Ser Asp 
165 170 175 

Arg Glu Thr Phe Pro Ser Phe Phe Arg Thr Val Pro Ser Asp Arg Val 
180 185 190 

Gin Leu Gin Ala Val Val Thr Leu Leu Gin Asn Phe Ser Trp Asn Trp 
195 200 205 

Val Ala Ala Leu Gly Ser Asp Asp Asp Tyr Gly Arg Glu Gly Leu Ser 
210 215 220 

lie Phe Ser Ser Leu Ala Asn Ala Arg Gly lie Cys lie Ala His Glu 
225 230 235 240 

Gly Leu Val Pro Gin His Asp Thr Ser Gly Gin Gin Leu Gly Lys Val 
245 250 255 

Leu Asp Val Leu Arg Gin Val Asn Gin Ser Lys Val Gin Val Val Val 
260 265 270 
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Leu Phe Ala Ser 
275 

His His Gly Leu 
290 

Thr Ser Asp Leu 
305 

Val Leu Gly Phe 



Tyr Val Glu Thr 
340 

Ser Leu Asn Ala 
355 

Cys Pro Arg Cys 
370 

Leu Gin Asn Leu 
385 

Tyr Ala Ala Val 



Cys Asn Val Ser 
420 

Leu Leu Glu Asn 
435 

Leu Gin Phe Asp 
450 

Met Trp Val Trp 
465 

Phe Asn Gly Thr 



Asn Gin Val Pro 
500 

Val Arg Arg Val 
515 

Cys Lys Ala Gly 
530 

Pro Cys Asn Gin 
545 

Pro Arg Arg Pro 



Leu Leu Leu Leu 
580 



Ala Arg Ala Val 
280 

Ser Pro Lys Val 
295 

Val Met Thr Leu 
310 

Leu Gin Arg Gly 
325 

His Leu Ala Leu 



Glu Leu Asp Leu 
360 

Asp Asp lie Met 
375 

Ser Ala Gly Gin 
390 

Tyr Ser Val Ala 
405 

His Cys His Val 



Met Tyr Asn Met 
440 

Ala Glu Gly Asn 
455 

Gin Ser Pro Thr 
470 

Leu Gin Leu Gin 
485 

Val Ser Gin Cys 



Lys Gly Phe His 
520 

Ser Tyr Arg Lys 
535 

Asp Gin Trp Ser 
550 

Lys Phe Leu Ala 
565 

Leu Cys Leu Val 



Tyr Ser Leu Phe 



Trp Val Ala Ser 
300 

Pro Asn lie Ala 
315 

Ala Leu Leu Pro 
330 

Ala Ala Asp Pro 
345 

Glu Glu His Val 



Leu Gin Asn Leu 
380 

Leu His His Gin 
395 

Gin Ala Leu His 
410 

Ser Glu His Val 
425 

Ser Phe His Ala 



Val Asp Met Glu 
460 

Pro Val Leu His 
475 

Gin Ser Lys Met 
490 

Ser Arg Gin Cys 
505 

Ser Cys Cys Tyr 



His Pro Asp Asp 
540 

Pro Glu Lys Ser 
555 

Trp Gly Glu Pro 
570 

Leu Gly Leu Ala 
585 



Ser Tyr Ser lie 
285 

Glu Ser Trp Leu 



Arg Val Gly Thr 
320 

Glu Phe Ser His 
335 

Ala Phe Cys Ala 
350 

Met Gly Gin Arg 
365 

Ser Ser Gly Leu 



lie Phe Ala Thr 
400 

Asn Thr Leu Gin 
415 

Leu Pro Trp Gin 
430 

Arg Asp Leu Thr 
445 

Tyr Asp Leu Lys 



Thr Val Gly Thr 
480 

Tyr Trp Pro Gly 
495 

Lys Asp Gly Gin 
510 

Asp Cys Val Asp 
525 

Phe Thr Cys Thr 



Thr Ala Cys Leu 
560 

Val Val Leu Ser 
575 

Leu Ala Ala Leu 
590 
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Gly Leu Ser Val His His Trp Asp Ser Pro Leu Val Gin Ala Ser Gly 
595 600 605 



Gly Ser Gin Phe Cys Phe Gly Leu lie Cys Leu Gly Leu Phe Cys Leu 
610 615 620 

Ser Val Leu Leu Phe Pro Gly Arg Pro Ser Ser Ala Ser Cys Leu Ala 
625 630 635 640 

Gin Gin Pro Met Ala His Leu Pro Leu Thr Gly Cys Leu Ser Thr Leu 
645 650 655 

Phe Leu Gin Ala Ala Glu Thr Phe Val Glu Ser Glu Leu Pro Leu Ser 
660 665 670 

Trp Ala Asn Trp Leu Cys Ser Tyr Leu Arg Gly Leu Trp Ala Trp Leu 
675 680 685 

Val Val Leu Leu Ala Thr Phe Val Glu Ala Ala Leu Cys Ala Trp Tyr 
690 695 700 

Leu lie Ala Phe Pro Pro Glu Val Val Thr Asp Trp Ser Val Leu Pro 
705 710 715 720 

Thr Glu Val Leu Glu His Cys His Val Arg Ser Trp Val Ser Leu Gly 
725 730 735 

Leu Val His lie Thr Asn Ala Met Leu Ala Phe Leu Cys Phe Leu Gly 
740 745 750 

Thr Phe Leu Val Gin Ser Gin Pro Gly Arg Tyr Asn Arg Ala Arg Gly 
755 760 765 

Leu Thr Phe Ala Met Leu Ala Tyr Phe lie Thr Trp Val Ser Phe Val 
770 775 780 

Pro Leu Leu Ala Asn Val Gin Val Ala Tyr Gin Pro Ala Val Gin Met 
785 790 795 800 

Gly Ala lie Leu Val Cys Ala Leu Gly lie Leu Val Thr Phe His Leu 
805 810 815 

Pro Lys Cys Tyr Val Leu Leu Trp Leu Pro Lys Leu Asn Thr Gin Glu 
820 825 830 

Phe Phe Leu Gly Arg Asn Ala Lys Lys Ala Ala Asp Glu Asn Ser Gly 
835 840 845 

Gly Gly Glu Ala Ala Gin Gly His Asn Glu 
850 855 



<210> 24 

<211> 2577 

<212> DNA 

<213> Rattus sp. 

<220> 

<223> rat T1R3 G-protein coupled receptor sweet taste 
receptor CDS 
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<400> 24 

atgccgggtt 

tcctctttgt 

tttcccctgg 

ctatgtacca 

gaggagatca 

gacacatgct 

ggaagtcaaa 

gtcattggtc 

ctcatgccac 

ccatccttct 

ttgcagaatt 

gaaggtctga 

ggcctggtgc 

cgccaagtga 

tactcccttt 

gagtcctggc 

gttcttgggt 

cgccttgccc 

gaggagcgcg 

tcatctgggc 

tatgcagctg 

cattgccaca 

agtttccgtg 

tatgacctga 

ttcaacggca 

gtctcccagt 

tcctgctgct 

ttcacctgta 

cctcgcaggc 

ctttgcctgg 

agccctcttg 

ctcttctgcc 

caacaaccaa 

gccgagatct 

cttcggggcc 

tgtgcctggt 

acggaggtac 

accaatgcag 

ggtcgctata 

gtctcttttg 

ggtgctatct 

gtacttctgt 

gaagcatcag 



tggctatctt 
gtctgtcaca 
gcacaactga 
ggttctcgcc 
acaatggatc 
cagagccagt 
gcattgctgc 
cccactcatc 
aggtcagcta 
tccgcacagt 
tcagctggaa 
gcatcttttc 
cacaacatga 
accaaagcaa 
ttagctacag 
tgacctctga 
ttctgcagcg 
tagctgctga 
tgatggggcc 
tgatgcagaa 
tgtacagtgt 
catcagagcc 
ctcgagactt 
agatgtgggt 
cccttcagct 
gctcccggca 
atgactgtgt 
ctccatgtgg 
ccaagtttct 
tgctgggcct 
ttcaggcctc 
tcagtgtcct 
tggctcacct 
ttgtggagtc 
cctgggcttg 
acttgatggc 
tggaacactg 
tgttagcttt 
accgtgcccg 
tgcccctcct 
tattctgtgc 
ggctgccaga 
atgggaatag 



gggcctcagt 
gcaattcaag 
ggaggccact 
ccttggtttg 
tgccttgctc 
ggtcaccatg 
ctactgcaac 
agagcttgcc 
tagtgccagc 
gcccagtgac 
ctgggtggct 
tggtctggcc 
cactagtggc 
agtacaggtg 
catccttcat 
cctggtcatg 
cggtgcccta 
cccaacattc 
acgctgttca 
cctatcagct 
ggctcaggcc 
tgttcaaccc 
gacactgcag 
gtggcagagc 
gcagcactcg 
gtgcaaagat 
ggactgcaag 
caaggatcag 
ggcttggggg 
gacactggct 
aggtgggtca 
tctgttccca 
ccctctcaca 
tgagctgcca 
gctggtggta 
tttccctcca 
ccgcatgcgt 
cctctgcttt 
tggcctcacc 
ggctaatgtg 
cctgggcatc 
gctcaacacc 
tggtagtagt 



ctggctgctt 
gcacaagggg 
ctcaaccaga 
ttcctggcca 
cctgggctgc 
aagcccagcc 
tacacacagt 
ctcattacag 
atggatcggc 
cgggtgcagc 
gccttaggta 
aactcacgag 
caacaattgg 
gtggtgctgt 
gacctctcac 
acacttccca 
ctgcctgaat 
tgtgcctccc 
caatgtgact 
gggcagttgc 
cttcacaaca 
tggcagctcc 
tttgatgcca 
cctacacctg 
aaaatgtatt 
ggccaggtgc 
gcagggagct 
tggtccccag 
gagccagctg 
gccctggggc 
ctgttctgct 
ggacgaccac 
ggctgcctga 
ctgagttggg 
ctgctggcca 
9 a ggtggtga 
tcctgggtca 
ctgggcactt 
ttcgccatgc 
caggtggcct 
ctggccacct 
caggagttct 
gaggcaactc 



tcctggagct 
actatatatt 
gaacacagcc 
tggctatgaa 
gactgggcta 
tcatgttcat 
accaaccccg 
gcaagttctt 
taagtgaccg 
tgcaggccgt 
gtgatgatga 
gtatctgcat 
gcaaggtggt 
ttgcatctgc 
ccaaggtatg 
atattgcccg 
tttcccatta 
tgaaagctga 
acatcatgct 
accaccaaat 
ccctgcagtg 
tggagaacat 
aagggagtgt 
tactacatac 
ggccaggcaa 
gcagagtaaa 
accggaagca 
aaaaaagcac 
tgctgtcact 
tctttgtcca 
ttggcctgat 
gctctgccag 
gcacactctt 
caaactggct 
ctcttgtgga 
cagattggca 
gcctgggctt 
tcctggtaca 
tagcttattt 
accagccagc 
tccacctgcc 
tcctgggaag 
ggggacacag 



tgggatgggg 
gggtggacta 
caacggcatc 
gatggctgta 
tgacctgttt 
ggccaaggtg 
tgtgctggct 
cagcttcttc 
ggaaacattt 
tgtgacactg 
ctatggccgg 
tgcacacgag 
ggatgtgcta 
ccgtgctgtc 
ggtggccagt 
tgtgggcact 
tgtggagact 
gttggatctg 
acagaacctg 
atttgcaacc 
caatgtctca 
gtacaatatg 
agacatggaa 
tgtaggcacc 
ccaggtgcca 
gggctttcat 
tccagatgac 
aacctgctta 
tctcctgctg 
ctactgggac 
ctgcctaggc 
ctgccttgcc 
cctgcaagca 
ctgcagctac 
ggctgcacta 
ggtgctgccc 
ggtgcacatc 
gagccagcct 
catcatctgg 
tgtgcagatg 
caaatgctat 
gagccccaag 
tgaatga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2577 



<210> 25 
<211> 858 
<212> PRT 
<213> Rattus sp. 

<220> 

<223> rat T1R3 G-protein coupled receptor sweet taste 
receptor 

<400> 25 

Met Pro Gly Leu Ala lie Leu Gly Leu Ser Leu Ala Ala Phe Leu Glu 
1 5 10 15 

Leu Gly Met Gly Ser Ser Leu Cys Leu Ser Gin Gin Phe Lys Ala Gin 
20 25 30 
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Gly Asp Tyr lie 
35 

Ala Thr Leu Asn 
50 

Phe Ser Pro Leu 
65 

Glu Glu lie Asn 



Tyr Asp Leu Phe 
100 

Ser Leu Met Phe 
115 

Cys Asn Tyr Thr 
130 

His Ser Ser Glu 
145 

Leu Met Pro Gin 



Arg Glu Thr Phe 
180 

Gin Leu Gin Ala 
195 

Val Ala Ala Leu 
210 

lie Phe Ser Gly 
225 

Gly Leu Val Pro 



Val Asp Val Leu 
260 

Leu Phe Ala Ser 
275 

Leu His Asp Leu 
290 

Thr Ser Asp Leu 
305 

Val Leu Gly Phe 



Tyr Val Glu Thr 
340 



Leu Gly Gly Leu 
40 

Gin Arg Thr Gin 
55 

Gly Leu Phe Leu 
70 

Asn Gly Ser Ala 
85 

Asp Thr Cys Ser 



Met Ala Lys Val 
120 

Gin Tyr Gin Pro 
135 

Leu Ala Leu lie 
150 

Val Ser Tyr Ser 
165 

Pro Ser Phe Phe 



Val Val Thr Leu 
200 

Gly Ser Asp Asp 
215 

Leu Ala Asn Ser 
230 

Gin His Asp Thr 
245 

Arg Gin Val Asn 



Ala Arg Ala Val 
280 

Ser Pro Lys Val 
295 

Val Met Thr Leu 
310 

Leu Gin Arg Gly 
325 

Arg Leu Ala Leu 



Phe Pro Leu Gly 



Pro Asn Gly lie 
60 

Ala Met Ala Met 
75 

Leu Leu Pro Gly 
90 

Glu Pro Val Val 
105 

Gly Ser Gin Ser 



Arg Val Leu Ala 
140 

Thr Gly Lys Phe 
155 

Ala Ser Met Asp 
170 

Arg Thr Val Pro 
185 

Leu Gin Asn Phe 



Asp Tyr Gly Arg 
220 

Arg Gly lie Cys 
235 

Ser Gly Gin Gin 
250 

Gin Ser Lys Val 
265 

Tyr Ser Leu Phe 



Trp Val Ala Ser 
300 

Pro Asn lie Ala 
315 

Ala Leu Leu Pro 
330 

Ala Ala Asp Pro 
345 



Thr Thr Glu Glu 
45 

Leu Cys Thr Arg 



Lys Met Ala Val 
80 

Leu Arg Leu Gly 
95 

Thr Met Lys Pro 
110 

lie Ala Ala Tyr 
125 

Val lie Gly Pro 



Phe Ser Phe Phe 
160 

Arg Leu Ser Asp 
175 

Ser Asp Arg Val 
190 

Ser Trp Asn Trp 
205 

Glu Gly Leu Ser 



lie Ala His Glu 
240 

Leu Gly Lys Val 
255 

Gin Val Val Val 
270 

Ser Tyr Ser He 
285 

Glu Ser Trp Leu 



Arg Val Gly Thr 
320 

Glu Phe Ser His 
335 

Thr Phe Cys Ala 
350 
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Ser Leu Lys Ala 
355 

Cys Ser Gin Cys 
370 

Met Gin Asn Leu 
385 

Tyr Ala Ala Val 



Cys Asn Val Ser 
420 

Leu Leu Glu Asn 
435 

Leu Gin Phe Asp 
450 

Met Trp Val Trp 
465 

Phe Asn Gly Thr 



Asn Gin Val Pro 
500 

Val Arg Arg Val 
515 

Cys Lys Ala Gly 
530 

Pro Cys Gly Lys 
545 

Pro Arg Arg Pro 



Leu Leu Leu Leu 
580 

Gly Leu Phe Val 
595 

Gly Ser Leu Phe 
610 

Ser Val Leu Leu 
625 

Gin Gin Pro Met 



Phe Leu Gin Ala 
660 



Glu Leu Asp Leu 
360 

Asp Tyr lie Met 
375 

Ser Ala Gly Gin 
390 

Tyr Ser Val Ala 
405 

His Cys His Thr 



Met Tyr Asn Met 
440 

Ala Lys Gly Ser 
455 

Gin Ser Pro Thr 
470 

Leu Gin Leu Gin 
485 

Val Ser Gin Cys 



Lys Gly Phe His 
520 

Ser Tyr Arg Lys 
535 

Asp Gin Trp Ser 
550 

Lys Phe Leu Ala 
565 

Leu Cys Leu Val 



His Tyr Trp Asp 
600 

Cys Phe Gly Leu 
615 

Phe Pro Gly Arg 
630 

Ala His Leu Pro 
645 

Ala Glu lie Phe 



Glu Glu Arg Val 



Leu Gin Asn Leu 
380 

Leu His His Gin 
395 

Gin Ala Leu His 
410 

Ser Glu Pro Val 
425 

Ser Phe Arg Ala 



Val Asp Met Glu 
460 

Pro Val Leu His 
475 

His Ser Lys Met 
490 

Ser Arg Gin Cys 
505 

Ser Cys Cys Tyr 



His Pro Asp Asp 
540 

Pro Glu Lys Ser 
555 

Trp Gly Glu Pro 
570 

Leu Gly Leu Thr 
585 

Ser Pro Leu Val 



lie Cys Leu Gly 
620 

Pro Arg Ser Ala 
635 

Leu Thr Gly Cys 
650 

Val Glu Ser Glu 
665 



Met Gly Pro Arg 
365 

Ser Ser Gly Leu 



lie Phe Ala Thr 
400 

Asn Thr Leu Gin 
415 

Gin Pro Trp Gin 
430 

Arg Asp Leu Thr 
445 

Tyr Asp Leu Lys 



Thr Val Gly Thr 
480 

Tyr Trp Pro Gly 
4 95 

Lys Asp Gly Gin 
510 

Asp Cys Val Asp 
525 

Phe Thr Cys Thr 



Thr Thr Cys Leu 
560 

Ala Val Leu Ser 
575 

Leu Ala Ala Leu 
590 

Gin Ala Ser Gly 
605 

Leu Phe Cys Leu 



Ser Cys Leu Ala 
640 

Leu Ser Thr Leu 
655 

Leu Pro Leu Ser 
670 
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Trp Ala Asn Trp Leu Cys Ser Tyr Leu Arg Gly Pro Trp Ala Trp Leu 
675 680 685 



Val Val Leu Leu Ala Thr Leu Val Glu Ala Ala Leu Cys Ala Trp Tyr 
690 695 700 

Leu Met Ala Phe Pro Pro Glu Val Val Thr Asp Trp Gin Val Leu Pro 
705 710 715 720 

Thr Glu Val Leu Glu His Cys Arg Met Arg Ser Trp Val Ser Leu Gly 
725 730 735 

Leu Val His lie Thr Asn Ala Val Leu Ala Phe Leu Cys Phe Leu Gly 
740 745 750 

Thr Phe Leu Val Gin Ser Gin Pro Gly Arg Tyr Asn Arg Ala Arg Gly 
755 760 765 

Leu Thr Phe Ala Met Leu Ala Tyr Phe lie lie Trp Val Ser Phe Val 
770 775 780 

Pro Leu Leu Ala Asn Val Gin Val Ala Tyr Gin Pro Ala Val Gin Met 
785 790 795 800 

Gly Ala lie Leu Phe Cys Ala Leu Gly lie Leu Ala Thr Phe His Leu 
805 810 815 

Pro Lys Cys Tyr Val Leu Leu Trp Leu Pro Glu Leu Asn Thr Gin Glu 
820 825 830 

Phe Phe Leu Gly Arg Ser Pro Lys Glu Ala Ser Asp Gly Asn Ser Gly 
835 840 845 

Ser Ser Glu Ala Thr Arg Gly His Ser Glu 
850 855 



<210> 26 

<211> 2526 

<212> DNA 

<213> Homo sapiens 
<220> 

<223> human T1R1 G-protein coupled receptor sweet taste 
receptor (hTlRl) 



<400> 26 

atgctgctct 

tttgcctgcc 

gcaggcctgt 

ctgtgtgaca 

cttggggttg 

cagctgtatg 

ctgccagggc 

ctggcagtga 

cctttcctgg 

cagtatccct 

ctgctgctgc 

gggcagctag 

ttcaaggaca 

cgccacctgg 



gcacggctcg 
atagcacgga 
tccctctcca 
ggtcttgtag 
aggagataaa 
atgtgtgttc 
aacaccacat 
ttgggcctga 
tgcccatgat 
ctttcctgcg 
agaagttcgg 
gggtgcaggc 
tcatgccctt 
cccaggccgg 



cctggtcggc 
gtcttctcct 
ttctggctgt 
cttcaatgag 
caactccacg 
tgactctgcc 
agagctccaa 
cagcaccaac 
tagctatgcg 
caccatcccc 
gtggacctgg 
actggagaac 
ctctgcccag 
ggccaccgtc 



ctgcagcttc 
gacttcaccc 
ctgcaggtga 
catggctacc 
gccctgctgc 
aatgtgtatg 
ggagaccttc 
cgtgctgcca 
gccagcagcg 
aatgacaagt 
atctctctgg 
caggccactg 
gtgggcgatg 
gtggttgttt 



tcatttcctg 
tccccggaga 
ggcacagacc 
acctcttcca 
ccaacatcac 
ccacgctgag 
tccactattc 
ccacagccgc 
agacgctcag 
accaggtgga 
ttggcagcag 
gtcaggggat 
agaggatgca 
tttccagccg 



ctgctgggcc 60 
ttacctcctg 120 
cgaggtgacc 180 
ggctatgcgg 24 0 
cctggggtac 3 00 
agtgctctcc 360 
ccctacggtg 420 
cctgctgagc 480 
cgtgaagcgg 540 
gaccatggtg 600 
tgacgactat 660 
ctgcattgct 720 
gtgcctcatg 780 
gcagttggcc 840 
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agggtgtttt 
gaagcctggg 
gtgctgggcg 
tatgcccggg 
aatcagctct 
ttctccatga 
caccagctcc 
cttttggagc 
gacaacagag 
tggaccttca 
accaaaatcc 
tgtcttgaag 
ccctgtgggg 
aaagaagagt 
gctttgcgtg 
ctgcttggga 
gggggccgcc 
ggcttctttg 
ggtttcacca 
aagttttcca 
ctgtttgtga 
tggaccccac 
acagagacca 
agtgcctttg 
tgtgtcacct 
agcgtctacg 
agcagcggct 
ctcaacagca 
acctga 



tcgagtccgt 
ccctctccag 
tggccatcca 
cagacaagaa 
gcagagaatg 
gttctgccta 
tgggctgtgc 
agatccacaa 
atcccctcag 
cggtcctcgg 
agtggcacgg 
ggcaccagcg 
ctgggacctt 
gggcacctga 
agcacacctc 
ctgctggcct 
tgtgctttct 
gggaacccac 
tcttcctgtc 
ccaaggtacc 
tgatcagctc 
tgcctgctag 
actccctggg 
cctgcagcta 
tcagcctgct 
acggcaagta 
tcggtgggta 
cagagcactt 



ggtgctgacc 
gcacatcact 
gaagagggct 
ggcccctagg 
ccaagctttc 
caacgcatac 
ctctggagct 
ggtgcatttc 
tagctataac 
ttcctccaca 
aaaggacaac 
agtggttacg 
cctcaacaag 
gggaagccag 
ttgggtgctg 
gtttgcctgg 
tatgctgggc 
aaggcctgcg 
ctgcctgaca 
tacattctac 
agcggcccag 
ggaataccag 
cttcatactg 
cctgggtaag 
cttcaacttc 
cctgcctgcg 
ttttctgcct 
ccaggcctcc 



aacctgactg 
ggggtgcccg 
gtccctggcc 
ccttgccaca 
atggcacaca 
cgggctgtgt 
tgttccaggg 
cttctacaca 
ataattgcct 
tggtctccag 
caggtgccta 
ggtttccatc 
agtgacctct 
acctgcttcc 
ctggcagcta 
cacctagaca 
tccctggcag 
tgcttgctac 
gttcgctcat 
cacgcctggg 
ctgcttatct 
cgcttccccc 
gccttcctct 
gacttgccag 
gtgtcctgga 
gccaacatga 
aagtgctacg 
attcaggact 



gcaaggtgtg 
ggatccagcg 
tgaaggcgtt 
agggctcctg 
cgatgcccaa 
atgcggtggc 
gccgagtcta 
aggacactgt 
gggactggaa 
ttcagctaaa 
agtctgtgtg 
actgctgctt 
acagatgcca 
cgcgcactgt 
acacgctgct 
cccctgtggt 
caggtagtgg 
gccaggccct 
tccaactaat 
tccaaaacca 
gtctaacttg 
atctggtgat 
acaatggcct 
agaactacaa 
tcgccttctt 
tggctgggct 
tgatcctctg 
acacgaggcg 



ggtcgcctca 
cattgggatg 
tgaagaagcc 
gtgcagcagc 
gctcaaagcc 
ccatggcctc 
cccctggcag 
ggcgtttaat 
tggacccaag 
cataaatgag 
ttccagcgac 
tgagtgtgtg 
gccttgtggg 
ggtgtttttg 
gctgctgctg 
gaggtcagca 
cagcctctat 
ctttgccctt 
catcatcttc 
cggtgctggc 
gctggtggtg 
gcttgagtgc 
cctctccatc 
cgaggccaaa 
caccacggcc 
gagcagcctg 
ccgcccagac 
ctgcggctcc 



900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2526 



<210> 27 
<211> 841 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human T1R1 G-protein coupled receptor sweet taste 
receptor (hTlRl) 

<400> 27 

Met Leu Leu Cys Thr Ala Arg Leu Val Gly Leu Gin Leu Leu lie Ser 
15 10 15 

Cys Cys Trp Ala Phe Ala Cys His Ser Thr Glu Ser Ser Pro Asp Phe 
20 25 30 

Thr Leu Pro Gly Asp Tyr Leu Leu Ala Gly Leu Phe Pro Leu His Ser 
35 40 45 



Gly Cys Leu Gin Val Arg His Arg 
50 55 

Ser Cys Ser Phe Asn Glu His Gly 
65 ~ 70 

Leu Gly Val Glu Glu lie Asn Asn 
85 



Pro Glu Val Thr Leu Cys Asp Arg 
60 

Tyr His Leu Phe Gin Ala Met Arg 
75 80 

Ser Thr Ala Leu Leu Pro Asn lie 
90 95 



Thr Leu Gly Tyr Gin Leu Tyr Asp Val Cys Ser Asp Ser Ala Asn Val 
100 105 110 
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Tyr Ala Thr Leu 
115 

Leu Gin Gly Asp 
130 

Gly Pro Asp Ser 
145 

Pro Phe Leu Val 



Ser Val Lys Arg 
180 

Lys Tyr Gin Val 
195 

Thr Trp lie Ser 
210 

Val Gin Ala Leu 
225 

Phe Lys Asp lie 



Gin Cys Leu Met 
260 

Val Phe Ser Ser 
275 

Leu Thr Asn Leu 
290 

Leu Ser Arg His 
305 

Val Leu Gly Val 



Phe Glu Glu Ala 
340 

His Lys Gly Ser 
355 

Ala Phe Met Ala 
370 

Ser Ala Tyr Asn 
385 

His Gin Leu Leu 



Tyr Pro Trp Gin 
42 0 



Arg Val Leu Ser 
120 

Leu Leu His Tyr 
135 

Thr Asn Arg Ala 
150 

Pro Met lie Ser 
165 

Gin Tyr Pro Ser 



Glu Thr Met Val 
200 

Leu Val Gly Ser 
215 

Glu Asn Gin Ala 
230 

Met Pro Phe Ser 
245 

Arg His Leu Ala 



Arg Gin Leu Ala 
280 

Thr Gly Lys Val 
295 

lie Thr Gly Val 
310 

Ala lie Gin Lys 
325 

Tyr Ala Arg Ala 



Trp Cys Ser Ser 
360 

His Thr Met Pro 
375 

Ala Tyr Arg Ala 
390 

Gly Cys Ala Ser 
405 

Leu Leu Glu Gin 



Leu Pro Gly Gin 



Ser Pro Thr Val 
140 

Ala Thr Thr Ala 
155 

Tyr Ala Ala Ser 
170 

Phe Leu Arg Thr 
185 

Leu Leu Leu Gin 



Ser Asp Asp Tyr 
220 

Thr Gly Gin Gly 
235 

Ala Gin Val Gly 
250 

Gin Ala Gly Ala 
265 

Arg Val Phe Phe 



Trp Val Ala Ser 
300 

Pro Gly lie Gin 
315 

Arg Ala Val Pro 
330 

Asp Lys Lys Ala 
345 

Asn Gin Leu Cys 



Lys Leu Lys Ala 
380 

Val Tyr Ala Val 
395 

Gly Ala Cys Ser 
410 

lie His Lys Val 
425 



His His lie Glu 
125 

Leu Ala Val lie 



Ala Leu Leu Ser 
160 

Ser Glu Thr Leu 
175 

lie Pro Asn Asp 
190 

Lys Phe Gly Trp 
205 

Gly Gin Leu Gly 



He Cys He Ala 
240 

Asp Glu Arg Met 
255 

Thr Val Val Val 
270 

Glu Ser Val Val 
285 

Glu Ala Trp Ala 



Arg He Gly Met 
320 

Gly Leu Lys Ala 
3 35 

Pro Arg Pro Cys 
350 

Arg Glu Cys Gin 
365 

Phe Ser Met Ser 



Ala His Gly Leu 
400 

Arg Gly Arg Val 
415 

His Phe Leu Leu 
430 



47 



Hi s Ly s Asp Thr 
435 

Tyr Asn lie lie 
450 

Val Leu Gly Ser 
465 

Thr Lys lie Gin 



Cys Ser Ser Asp 
500 

His His Cys Cys 
515 

Asn Lys Ser Asp 
530 

Ala Pro Glu Gly 
545 

Ala Leu Arg Glu 



Leu Leu Leu Leu 
580 

Asp Thr Pro Val 
595 

Leu Gly Ser Leu 
610 

Glu Pro Thr Arg 
625 

Gly Phe Thr lie 



lie lie lie Phe 
660 

Trp Val Gin Asn 
675 

Ala Gin Leu Leu 
690 

Pro Ala Arg Glu 
705 

Thr Glu Thr Asn 



Leu Leu Ser lie 
740 



Val Ala Phe Asn 
440 

Ala Trp Asp Trp 
455 

Ser Thr Trp Ser 
470 

Trp His Gly Lys 
485 

Cys Leu Glu Gly 



Phe Glu Cys Val 
520 

Leu Tyr Arg Cys 
535 

Ser Gin Thr Cys 
550 

His Thr Ser Trp 
565 

Leu Leu Gly Thr 



Val Arg Ser Ala 
600 

Ala Ala Gly Ser 
615 

Pro Ala Cys Leu 
630 

Phe Leu Ser Cys 
645 

Lys Phe Ser Thr 



His Gly Ala Gly 
680 

lie Cys Leu Thr 
695 

Tyr Gin Arg Phe 
710 

Ser Leu Gly Phe 
725 

Ser Ala Phe Ala 



Asp Asn Arg Asp 



Asn Gly Pro Lys 
460 

Pro Val Gin Leu 
475 

Asp Asn Gin Val 
4 90 

His Gin Arg Val 
505 

Pro Cys Gly Ala 



Gin Pro Cys Gly 
540 

Phe Pro Arg Thr 
555 

Val Leu Leu Ala 
570 

Ala Gly Leu Phe 
585 

Gly Gly Arg Leu 



Gly Ser Leu Tyr 
620 

Leu Arg Gin Ala 
635 

Leu Thr Val Arg 
650 

Lys Val Pro Thr 
665 

Leu Phe Val Met 



Trp Leu Val Val 
700 

Pro His Leu Val 
715 

lie Leu Ala Phe 
730 

Cys Ser Tyr Leu 
745 



Pro Leu Ser Ser 
445 

Trp Thr Phe Thr 



Asn lie Asn Glu 
480 

Pro Lys Ser Val 
495 

Val Thr Gly Phe 
510 

Gly Thr Phe Leu 
525 

Lys Glu Glu Trp 



Val Val Phe Leu 
560 

Ala Asn Thr Leu 
575 

Ala Trp His Leu 
590 

Cys Phe Leu Met 
605 

Gly Phe Phe Gly 



Leu Phe Ala Leu 
640 

Ser Phe Gin Leu 
655 

Phe Tyr His Ala 
670 

lie Ser Ser Ala 
685 

Trp Thr Pro Leu 



Met Leu Glu Cys 
720 

Leu Tyr Asn Gly 
735 

Gly Lys Asp Leu 
750 
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Pro Glu Asn Tyr 
755 

Asn Phe Val Ser 
770 

Gly Lys Tyr Leu 
785 

Ser Ser Gly Phe 



Cys Arg Pro Asp 
820 

Asp Tyr Thr Arg 
835 



Asn Glu Ala Lys 
760 

Trp lie Ala Phe 
775 

Pro Ala Ala Asn 
790 

Gly Gly Tyr Phe 
805 

Leu Asn Ser Thr 



Arg Cys Gly Ser 
840 



Cys Val Thr Phe 



Phe Thr Thr Ala 
780 

Met Met Ala Gly 
795 

Leu Pro Lys Cys 
810 

Glu His Phe Gin 
825 

Thr 



Ser Leu Leu Phe 
765 

Ser Val Tyr Asp 



Leu Ser Ser Leu 
800 

Tyr Val lie Leu 
815 

Ala Ser lie Gin 
830 



<210> 28 

<211> 2520 

<212> DNA 

<213> Homo sapiens 



<220> 

<223> human T1R2 
receptor 



G-protein coupled receptor sweet taste 



<400> 28 

atggggccca 

ccggctgaga 

ctccatgcca 

gagtatgaag 

gagatcaaca 

gtgtgctaca 

ctccttccca 

cctgacaact 

cagatcacct 

ctgcgtacca 

ttccgctgga 

cagctgcttg 

cccacactgc 

gtggacaagc 

ctgtaccact 

tccgagtcct 

accttcctgg 

tggggcccac 

caggagtgcg 

ggggagcgtg 

agcctcctcg 

cttgaggaga 

caaggggacg 

cccttccaga 

atctcctggc 

tcagggcaaa 

cttcccggca 

aacgagtggt 

tggcatgagg 

ctggccatcc 

ggccccatgt 

tacgtggggc 



gggcaaagac 
actcggactt 
acatgaaggg 
tgaaggtgat 
atgacagcag 
tctccaacaa 
tccaagagga 
ccgagtctgt 
acagcgccat 
cacccagcgc 
actggatcat 
gcgagcgcgt 
agcccaacca 
tgcagcagag 
tcttcaatga 
gggccatcga 
gcatcaccat 
aggctgggcc 
acaactgcct 
tcgtctacag 
gctgtgacaa 
tctggaaggt 
tggctctgca 
gcgtcgcctc 
acaccgtcaa 
agaagaagcc 
ccttcctcaa 
cctaccagag 
cacccaccat 
tggtgatatt 
gcttcctgat 
cgcccaaggt 



catctgctcc 
ctacctgcct 
cattgttcac 
aggctacaac 
cctgctgcct 
tgtccagccg 
ctacagtaac 
catgactgtg 
cagcgatgag 
cgaccaccac 
tgtgctggtg 
ggcccggcgc 
gaacatgacg 
cacagcgcgc 
ggtgctgcgc 
cccggtcctg 
ccagagcgtg 
gccacccctc 
gaacgccacc 
cgtgtactct 
aagcacctgc 
caacttcact 
cttggagatt 
ctactacccc 
caacacgatc 
tgtgggcatc 
ccacactgaa 
tgagacctcc 
cgctgtggcc 
ctggaggcac 
gctgacactg 
ctccacctgc 



ctgttcttcc 
ggggattacc 
cttaacttcc 
ctcatgcagg 
ggtgtgctgc 
gtgctctact 
tacatttccc 
gccaacttcc 
ctgcgagaca 
gtcgaggcca 
agcagcgaca 
gacatctgca 
tcagaggagc 
gtcgtggtcg 
cagaacttca 
cacaacctca 
cccatcccgg 
agcaggacca 
ttgtccttca 
gcggtctatg 
accaagaggg 
ctcctggacc 
gtccagtggc 
ctgcagcgac 
cctatgtcca 
cacgtctgct 
gatgaatatg 
tgcttcaagc 
ctgctggccg 
ttccagacac 
ctgctggtgg 
ctctgccgcc 



tcctatgggt 
tcctgggtgg 
tgcaggtgcc 
ccatgcgctt 
tgggctatga 
tcctggcaca 
gtgtggtggc 
tctccctatt 
aggtgcgctt 
tggtgcagct 
cctatggccg 
tcgccttcca 
gccagcgcct 
tgttctcgcc 
cgggcgccgt 
cggagctggg 
gcttcagtga 
gccagagcta 
acaccattct 
ctgtggccca 
tggtctaccc 
accaaatctt 
aatgggaccg 
agctgaagaa 
tgtgttccaa 
gcttcgagtg 
aatgccaggc 
ggcagctggt 
ccctgggctt 
ccatagttcg 
catacatggt 
aggccctctt 



cctggctgag 
cctcttctcc 
catgtgcaag 
cgcggtggag 
gatcgtggat 
cgaggacaac 
tgtcattggc 
tctccttcca 
cccggctttg 
gatgctgcac 
cgacaatggc 
ggagacgctg 
ggtgaccatt 
cgacctgacc 
gtggatcgcc 
ccacttgggc 
gttccgcgag 
tacctgcaac 
caggctctct 
tgccctgcac 
ctggcagctg 
cttcgacccg 
gagccagaat 
catccaagac 
gaggtgccag 
catcgactgc 
ctgcccgaat 
cttcctggaa 
cctcagcacc 
ctcggctggg 
ggtcccggtg 
tcccctctgc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 
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ttcacaattt 
atggccagcc 
tctatggcat 
ggcctcagtc 
aaccccaact 
gtgggtttca 
ttcatcaccc 
tctgcctaca 
ctggccatca 
cgcaacacgc 



gcatctcctg 
gcttcccacg 
ttatcacggt 
ccaccacccg 
accgcaacag 
gcttcgccta 
tcagcatgac 
gcggggtgct 
gcctgggcta 
ccgcctactt 



tatcgccgtg 
cgcctacagc 
actcaaaatg 
tactgacccc 
cctgctgttc 
catgggcaaa 
cttctatttc 
ggtcaccatc 
cttcggcccc 
caacagcatg 



cgttctttcc 
tactgggtcc 
gtcattgtgg 
gatgacccca 
aacaccagcc 
gagctgccca 
acctcatccg 
gtggacctct 
aagtgctaca 
atccagggct 



agatcgtctg 
gctaccaggg 
taattggcat 
agatcacaat 
tggacctgct 
ccaactacaa 
tctccctctg 
tggtcactgt 
tgatcctctt 
acaccatgag 



cgccttcaag 
gccctacgtc 
gctggccacg 
tgtctcctgt 
gctctcagtg 
cgaggccaag 
caccttcatg 
gctcaacctc 
ctacccggag 
gagggactag 



1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 



<210> 29 
<211> 839 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human T1R2 G-protein coupled receptor sweet taste 
receptor 

<400> 29 

Met Gly Pro Arg Ala Lys Thr lie Cys Ser Leu Phe Phe Leu Leu Trp 
15 10 15 

Val Leu Ala Glu Pro Ala Glu Asn Ser Asp Phe Tyr Leu Pro Gly Asp 
20 25 30 

Tyr Leu Leu Gly Gly Leu Phe Ser Leu His Ala Asn Met Lys Gly. lie 
3 5 4 0 4 5 

Val His Leu Asn Phe Leu Gin Val Pro Met Cys Lys Glu Tyr Glu Val 
50 55 60 

Lys Val lie Gly Tyr Asn Leu Met Gin Ala Met Arg Phe Ala Val Glu 
65 70 75 80 

Glu lie Asn Asn Asp Ser Ser Leu Leu Pro Gly Val Leu Leu Gly Tyr 
85 90 95 

Glu lie Val Asp Val Cys Tyr lie Ser Asn Asn Val Gin Pro Val Leu 
100 105 110 

Tyr Phe Leu Ala His Glu Asp Asn Leu Leu Pro lie Gin Glu Asp Tyr 
115 120 125 

Ser Asn Tyr lie Ser Arg Val Val Ala Val lie Gly Pro Asp Asn Ser 
130 135 140 

Glu Ser Val Met Thr Val Ala Asn Phe Leu Ser Leu Phe Leu Leu Pro 
145 150 155 160 

Gin lie Thr Tyr Ser Ala lie Ser Asp Glu Leu Arg Asp Lys Val Arg 
165 170 175 

Phe Pro Ala Leu Leu Arg Thr Thr Pro Ser Ala Asp His His Val Glu 
180 185 190 

Ala Met Val Gin Leu Met Leu His Phe Arg Trp Asn Trp lie lie Val 
195 200 205 
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Leu Val Ser Ser 
210 

Glu Arg Val Ala 
225 

Pro Thr Leu Gin 



Leu Val Thr lie 
260 

Val Val Phe Ser 
275 

Leu Arg Gin Asn 
290 

Ala lie Asp Pro 
305 

Thr Phe Leu Gly 



Glu Phe Arg Glu 
340 

Thr Ser Gin Ser 
355 

Ala Thr Leu Ser 
370 

Val Tyr Ser Val 
385 

Ser Leu Leu Gly 



Pro Trp Gin Leu 
420 

Asp His Gin lie 
435 

Glu He Val Gin 
450 

Val Ala Ser Tyr 
465 

He Ser Trp His 



Lys Arg Cys Gin 
500 

Cys Cys Phe Glu 
515 



Asp Thr Tyr Gly 
215 

Arg Arg Asp He 
230 

Pro Asn Gin Asn 
245 

Val Asp Lys Leu 



Pro Asp Leu Thr 
280 

Phe Thr Gly Ala 
295 

Val Leu His Asn 
310 

He Thr He Gin 
325 

Trp Gly Pro Gin 



Tyr Thr Cys Asn 
360 

Phe Asn Thr He 
375 

Tyr Ser Ala Val 
390 

Cys Asp Lys Ser 
405 

Leu Glu Glu He 



Phe Phe Asp Pro 
440 

Trp Gin Trp Asp 
455 

Tyr Pro Leu Gin 
470 

Thr Val Asn Asn 
485 

Ser Gly Gin Lys 



Cys He Asp Cys 
520 



Arg Asp Asn Gly 
220 

Cys He Ala Phe 
235 

Met Thr Ser Glu 
250 

Gin Gin Ser Thr 
265 

Leu Tyr His Phe 



Val Trp He Ala 
300 

Leu Thr Glu Leu 
315 

Ser Val Pro He 
330 

Ala Gly Pro Pro 
345 

Gin Glu Cys Asp 



Leu Arg Leu Ser 
380 

Tyr Ala Val Ala 
395 

Thr Cys Thr Lys 
410 

Trp Lys Val Asn 
425 

Gin Gly Asp Val 



Arg Ser Gin Asn 
460 

Arg Gin Leu Lys 
475 

Thr He Pro Met 
490 

Lys Lys Pro Val 
505 

Leu Pro Gly Thr 



Gin Leu Leu Gly 



Gin Glu Thr Leu 
240 

Glu Arg Gin Arg 
255 

Ala Arg Val Val 
270 

Phe Asn Glu Val 
285 

Ser Glu Ser Trp 



Gly His Leu Gly 
320 

Pro Gly Phe Ser 
335 

Pro Leu Ser Arg 
350 

Asn Cys Leu Asn 
365 

Gly Glu Arg Val 



His Ala Leu His 
400 

Arg Val Val Tyr 
415 

Phe Thr Leu Leu 
430 

Ala Leu His Leu 
445 

Pro Phe Gin Ser 



Asn He Gin Asp 
480 

Ser Met Cys Ser 
495 

Gly He His Val 
510 

Phe Leu Asn His 
525 
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Thr Glu Asp Glu Tyr Glu Cys Gin Ala Cys Pro Asn Asn Glu Trp Ser 
530 535 540 



Tyr Gin Ser Glu Thr Ser Cys Phe Lys Arg Gin Leu Val Phe Leu Glu 
545 550 555 560 

Trp His Glu Ala Pro Thr lie Ala Val Ala Leu Leu Ala Ala Leu Gly 
565 570 575 

Phe Leu Ser Thr Leu Ala lie Leu Val lie Phe Trp Arg His Phe Gin 
580 585 590 

Thr Pro lie Val Arg Ser Ala Gly Gly Pro Met Cys Phe Leu Met Leu 
595 600 605 

Thr Leu Leu Leu Val Ala Tyr Met Val Val Pro Val Tyr Val Gly Pro 
610 615 620 

Pro Lys Val Ser Thr Cys Leu Cys Arg Gin Ala Leu Phe Pro Leu Cys 
625 630 635 640 

Phe Thr lie Cys lie Ser Cys lie Ala Val Arg Ser Phe Gin lie Val 
645 650 655 

Cys Ala Phe Lys Met Ala Ser Arg Phe Pro Arg Ala Tyr Ser Tyr Trp 
660 665 670 

Val Arg Tyr Gin Gly Pro Tyr Val Ser Met Ala Phe lie Thr Val Leu 
675 680 685 

Lys Met Val lie Val Val lie Gly Met Leu Ala Thr Gly Leu Ser Pro 
690 695 700 

Thr Thr Arg Thr Asp Pro Asp Asp Pro Lys lie Thr lie Val Ser Cys 
705 710 715 720 

Asn Pro Asn Tyr Arg Asn Ser Leu Leu Phe Asn Thr Ser Leu Asp Leu 
725 730 735 

Leu Leu Ser Val Val Gly Phe Ser Phe Ala Tyr Met Gly Lys Glu Leu 
740 745 750 

Pro Thr Asn Tyr Asn Glu Ala Lys Phe lie Thr Leu Ser Met Thr Phe 
755 760 765 

Tyr Phe Thr Ser Ser Val Ser Leu Cys Thr Phe Met Ser Ala Tyr Ser 
770 775 780 

Gly Val Leu Val Thr lie Val Asp Leu Leu Val Thr Val Leu Asn Leu 
785 790 795 800 

Leu Ala lie Ser Leu Gly Tyr Phe Gly Pro Lys Cys Tyr Met lie Leu 
805 810 815 

Phe Tyr Pro Glu Arg Asn Thr Pro Ala Tyr Phe Asn Ser Met lie Gin 
820 825 830 

Gly Tyr Thr Met Arg Arg Asp 
835 
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<210> 30 
<211> 2553 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human T1R3 G-protein coupled receptor sweet taste 
receptor (hTlR3) 

<400> 30 

atgctgggcc ctgctgtcct gggcctcagc ctctgggctc tcctgcaccc tgggacgggg 60 
gccccattgt gcctgtcaca gcaacttagg atgaaggggg actacgtgct gggggggctg 12 0 
ttccccctgg gcgaggccga ggaggctggc ctccgcagcc ggacacggcc cagcagccct 180 
gtgtgcacca ggttctcctc aaacggcctg ctctgggcac tggccatgaa aatggccgtg 240 
gaggagatca acaacaagtc ggatctgctg cccgggctgc gcctgggcta cgacctcttt 300 
gatacgtgct cggagcctgt ggtggccatg aagcccagcc tcatgttcct ggccaaggca 360 
ggcagccgcg acatcgccgc ctactgcaac tacacgcagt accagccccg tgtgctggct 420 
gtcatcgggc cccactcgtc agagctcgcc atggtcaccg gcaagttctt cagcttcttc 480 
ctcatgcccc actacggtgc tagcatggag ctgctgagcg cccgggagac cttcccctcc 540 
ttcttccgca ccgtgcccag cgaccgtgtg cagctgacgg ccgccgcgga gctgctgcag 60 0 
gagttcggct ggaactgggt ggccgccctg ggcagcgacg acgagtacgg ccggcagggc 660 
ctgagcatct tctcggccct ggccgcggca cgcggcatct gcatcgcgca cgagggcctg 720 
gtgccgctgc cccgtgccga tgactcgcgg ctggggaagg tgcaggacgt cctgcaccag 780 
gtgaaccaga gcagcgtgca ggtggtgctg ctgttcgcct ccgtgcacgc cgcccacgcc 840 
ctcttcaact acagcatcag cagcaggctc tcgcccaagg tgtgggtggc cagcgaggcc 90 0 
tggctgacct ctgacctggt catggggctg cccggcatgg cccagatggg cacggtgctt 960 
ggcttcctcc agaggggtgc ccagctgcac gagttccccc agtacgtgaa gacgcacctg 1020 
gccctggcca ccgacccggc cttctgctct gccctgggcg agagggagca gggtctggag 1080 
gaggacgtgg tgggccagcg ctgcccgcag tgtgactgca tcacgctgca gaacgtgagc 1140 
gcagggctaa atcaccacca gacgttctct gtctacgcag ctgtgtatag cgtggcccag 1200 
gccctgcaca acactcttca gtgcaacgcc tcaggctgcc ccgcgcagga ccccgtgaag 1260 
ccctggcagc tcctggagaa catgtacaac ctgaccttcc acgtgggcgg gctgccgctg 1320 
cggttcgaca gcagcggaaa cgtggacatg gagtacgacc tgaagctgtg ggtgtggcag 13 8 0 
ggctcagtgc ccaggctcca cgacgtgggc aggttcaacg gcagcctcag gacagagcgc 1440 
ctgaagatcc gctggcacac gtctgacaac cagaagcccg tgtcccggtg ctcgcggcag 1500 
tgccaggagg gccaggtgcg ccgggtcaag gggttccact cctgctgcta cgactgtgtg 1560 
gactgcgagg cgggcagcta ccggcaaaac ccagacgaca tcgcctgcac cttttgtggc 162 0 
caggatgagt ggtccccgga gcgaagcaca cgctgcttcc gccgcaggtc tcggttcctg 1680 
gcatggggcg agccggctgt gctgctgctg ctcctgctgc tgagcctggc gctgggcctt 1740 
gtgctggctg ctttggggct gttcgttcac catcgggaca gcccactggt tcaggcctcg 1800 
ggggggcccc tggcctgctt tggcctggtg tgcctgggcc tggtctgcct cagcgtcctc 1860 
ctgttccctg gccagcccag ccctgcccga tgcctggccc agcagccctt gtcccacctc 1920 
ccgctcacgg gctgcctgag cacactcttc ctgcaggcgg ccgagatctt cgtggagtca 1980 
gaactgcctc tgagctgggc agaccggctg agtggctgcc tgcgggggcc ctgggcctgg 2 04 0 
ctggtggtgc tgctggccat gctggtggag gtcgcactgt gcacctggta cctggtggcc 2100 
ttcccgccgg aggtggtgac ggactggcac atgctgccca cggaggcgct ggtgcactgc 2160 
cgcacacgct cctgggtcag cttcggccta gcgcacgcca ccaatgccac gctggccttt 2220 
ctctgcttcc tgggcacttt cctggtgcgg agccagccgg gctgctacaa ccgtgcccgt 2280 
ggcctcacct ttgccatgct ggcctacttc atcacctggg tctcctttgt gcccctcctg 2340 
gccaatgtgc aggtggtcct caggcccgcc gtgcagatgg gcgccctcct gctctgtgtc 2400 
ctgggcatcc tggctgcctt ccacctgccc aggtgttacc tgctcatgcg gcagccaggg 2460 
ctcaacaccc ccgagttctt cctgggaggg ggccctgggg atgcccaagg ccagaatgac 2 52 0 
gggaacacag gaaatcaggg gaaacatgag tga 2553 



<210> 31 
<211> 850 
<212> PRT 

<213> Homo sapiens 



53 



<220> 

<223> human T1R3 G-protein coupled receptor sweet taste 
receptor (hTlR3) 

<400> 31 

Met Leu Gly Pro Ala Val Leu Gly Leu Ser Leu Trp Ala Leu Leu His 
15 10 15 

Pro Gly Thr Gly Ala Pro Leu Cys Leu Ser Gin Gin Leu Arg Met Lys 
20 25 30 

Gly Asp Tyr Val Leu Gly Gly Leu Phe Pro Leu Gly Glu Ala Glu Glu 
35 40 45 

Ala Gly Leu Arg Ser Arg Thr Arg Pro Ser Ser Pro Val Cys Thr Arg 
50 55 60 

Phe Ser Ser Asn Gly Leu Leu Trp Ala Leu Ala Met Lys Met Ala Val 
65 70 75 80 

Glu Glu lie Asn Asn Lys Ser Asp Leu Leu Pro Gly Leu Arg Leu Gly 
85 90 95 

Tyr Asp Leu Phe Asp Thr Cys Ser Glu Pro Val Val Ala Met Lys Pro 
100 105 110 

Ser Leu Met Phe Leu Ala Lys Ala Gly Ser Arg Asp lie Ala Ala Tyr 
115 120 125 

Cys Asn Tyr Thr Gin Tyr Gin Pro Arg Val Leu Ala Val lie Gly Pro 
130 135 140 

His Ser Ser Glu Leu Ala Met Val Thr Gly Lys Phe Phe Ser Phe Phe 
145 150 155 160 

Leu Met Pro His Tyr Gly Ala Ser Met Glu Leu Leu Ser Ala Arg Glu 
165 170 175 

Thr Phe Pro Ser Phe Phe Arg Thr Val Pro Ser Asp Arg Val Gin Leu 
180 185 190 

Thr Ala Ala Ala Glu Leu Leu Gin Glu Phe Gly Trp Asn Trp Val Ala 
195 200 205 

Ala Leu Gly Ser Asp Asp Glu Tyr Gly Arg Gin Gly Leu Ser lie Phe 
210 215 220 

Ser Ala Leu Ala Ala Ala Arg Gly lie Cys lie Ala His Glu Gly Leu 
225 230 235 240 

Val Pro Leu Pro Arg Ala Asp Asp Ser Arg Leu Gly Lys Val Gin Asp 
245 250 255 

Val Leu His Gin Val Asn Gin Ser Ser Val Gin Val Val Leu Leu Phe 
260 265 270 

Ala Ser Val His Ala Ala His Ala Leu Phe Asn Tyr Ser lie Ser Ser 
275 280 285 

Arg Leu Ser Pro Lys Val Trp Val Ala Ser Glu Ala Trp Leu Thr Ser 
290 . 295 300 
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Asp Leu Val Met 
305 

Gly Phe Leu Gin 



Lys Thr His Leu 
340 

Gly Glu Arg Glu 
355 

Pro Gin Cys Asp 
370 

His His Gin Thr 
385 

Ala Leu His Asn 



Asp Pro Val Lys 
420 

Phe His Val Gly 
435 

Asp Met Glu Tyr 
450 

Arg Leu His Asp 
465 

Leu Lys lie Arg 



Cys Ser Arg Gin 
500 

His Ser Cys Cys 
515 

Gin Asn Pro Asp 
530 

Ser Pro Glu Arg 
545 

Ala Trp Gly Glu 



Ala Leu Gly Leu 
580 

Asp Ser Pro Leu 
595 

Leu Val Cys Leu 
610 



Gly Leu Pro Gly 
310 

Arg Gly Ala Gin 
325 

Ala Leu Ala Thr 



Gin Gly Leu Glu 
360 

Cys lie Thr Leu 
375 

Phe Ser Val Tyr 
390 

Thr Leu Gin Cys 
405 

Pro Trp Gin Leu 



Gly Leu Pro Leu 
440 

Asp Leu Lys Leu 
455 

Val Gly Arg Phe 
470 

Trp His Thr Ser 
485 

Cys Gin Glu Gly 



Tyr Asp Cys Val 
52 0 

Asp lie Ala Cys 
535 

Ser Thr Arg Cys 
550 

Pro Ala Val Leu 
565 

Val Leu Ala Ala 



Val Gin Ala Ser 
600 

Gly Leu Val Cys 
615 



Met Ala Gin Met 
315 

Leu His Glu Phe 
330 

Asp Pro Ala Phe 
345 

Glu Asp Val Val 



Gin Asn Val Ser 
380 

Ala Ala Val Tyr 
395 

Asn Ala Ser Gly 
410 

Leu Glu Asn Met 
425 

Arg Phe Asp Ser 



Trp Val Trp Gin 
460 

Asn Gly Ser Leu 
475 

Asp Asn Gin Lys 
490 

Gin Val Arg Arg 
505 

Asp Cys Glu Ala 



Thr Phe Cys Gly 
540 

Phe Arg Arg Arg 
555 

Leu Leu Leu Leu 
570 

Leu Gly Leu Phe 
585 

Gly Gly Pro Leu 



Leu Ser Val Leu 
620 



Gly Thr Val Leu 
320 

Pro Gin Tyr Val 
335 

Cys Ser Ala Leu 
350 

Gly Gin Arg Cys 
365 

Ala Gly Leu Asn 



Ser Val Ala Gin 
400 

Cys Pro Ala Gin 
415 

Tyr Asn Leu Thr 
430 

Ser Gly Asn Val 
445 

Gly Ser Val Pro 



Arg Thr Glu Arg 
480 

Pro Val Ser Arg 
495 

Val Lys Gly Phe 
510 

Gly Ser Tyr Arg 
525 

Gin Asp Glu Trp 



Ser Arg Phe Leu 
560 

Leu Leu Ser Leu 
575 

Val His His Arg 
590 

Ala Cys Phe Gly 
605 

Leu Phe Pro Gly 
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Gin Pro Ser Pro Ala Arg Cys Leu Ala Gin Gin Pro Leu Ser His Leu 
625 630 635 640 



Pro Leu Thr Gly Cys Leu Ser Thr Leu Phe Leu Gin Ala Ala Glu lie 
645 650 655 

Phe Val Glu Ser Glu Leu Pro Leu Ser Trp Ala Asp Arg Leu Ser Gly 
660 665 670 

Cys Leu Arg Gly Pro Trp Ala Trp Leu Val Val Leu Leu Ala Met Leu 
675 680 685 

Val Glu Val Ala Leu Cys Thr Trp Tyr Leu Val Ala Phe Pro Pro Glu 
690 695 700 

Val Val Thr Asp Trp His Met Leu Pro Thr Glu Ala Leu Val His Cys 
705 710 715 720 

Arg Thr Arg Ser Trp Val Ser Phe Gly Leu Ala His Ala Thr Asn Ala 
725 730 735 

Thr Leu Ala Phe Leu Cys Phe Leu Gly Thr Phe Leu Val Arg Ser Gin 
740 745 750 

Pro Gly Cys Tyr Asn Arg Ala Arg Gly Leu Thr Phe Ala Met Leu Ala 
755 760 765 

Tyr Phe lie Thr Trp Val Ser Phe Val Pro Leu Leu Ala Asn Val Gin 
770 775 780 

Val Val Leu Arg Pro Ala Val Gin Met Gly Ala Leu Leu Leu Cys Val 
785 790 795 800 

Leu Gly lie Leu Ala Ala Phe His Leu Pro Arg Cys Tyr Leu Leu Met 
805 810 815 

Arg Gin Pro Gly Leu Asn Thr Pro Glu Phe Phe Leu Gly Gly Gly Pro 
820 825 830 

Gly Asp Ala Gin Gly Gin Asn Asp Gly Asn Thr Gly Asn Gin Gly Lys 
835 840 845 

His Glu 
850 



<210> 32 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :poly Gly 
flexible linker 

<220> 

<221> MOD_RES 
<222> (6) . . (200) 

<223> Gly residues from position 6 to 200 may be present 
or absent 
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<400> 32 
Gly Gly Gly 
1 



Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
5 10 15 



Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 25 3 0 



Gly Gly Gly 
35 

Gly Gly Gly 
50 

Gly Gly Gly 
65 

Gly Gly Gly 

Gly Gly Gly 

Gly Gly Gly 
115 

Gly Gly Gly 
130 

Gly Gly Gly 
145 

Gly Gly Gly 
Gly Gly Gly 



Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
40 45 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
55 60 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
7 0 75 8 0 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
85 90 95 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
100 105 HO 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
12 0 12 5 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
13 5 14 0 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
150 155 160 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
165 170 175 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
180 185 190 



Gly Gly Gly 
195 



Gly Gly Gly Gly Gly 
200 
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